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Abstract
The common bean (Phaseolus vulgaris L.) has a high seed protein content, between
20 and 30%. The protein quality in common is considered low because of the
suboptimal levels of methionine and cysteine in the seed. Phaseolin, the main seed
storage protein, accounts for 30-50% of the total seed protein content. Phaseolin only
contains about 0.5 to 0.80% methionine. The suggested nutritional requirements for
methionine-cysteine in the human diet are between 2.5 and 2.6 %. Previous studies on
the germplasm SMARC1N-PN1 showed that deficiency in phaseolin and lectins leads
to increased methionine-cysteine up to 2.6% in the bean seed. Dr. Hou, the bean
breeder in Manitoba, made a cross between SMARC1N-PN1 and Morden-003. One
Hundred and eighty-five recombinant inbred lines (RILs) F2:8 were obtained of this
cross through eight generations of inbreeding. In this study I used SDS-PAGE to
assess the protein profiles of the RILs according to the phenotypic expression for
phaseolin and lectins. The RILs deficient in phaseolin and lectins increased their total
methionine-cysteine seed content up to 3.4%. Field trials were conducted to assess
the impact of the protein deficiency on the RILs’ agronomic traits. The RILs deficient
in phaseolin and lectins had a similar agronomic performance as Morden-003 thus
can be considered Canadian elite germplasm to develop common bean cultivars with
improved protein.
Key-words: Phaseolus vulgaris, SDS-PAGE, phaseolin, methionine, cysteine,
recombinant inbreed lines
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Chapter 1: Introduction
1.1 Research question
The common bean seed has a high protein content, between 20 and 30% (Kelly
and Bliss, 1975; Sathe, 2002) The seed protein quality is considered low because of
the suboptimal levels of the protein sulphur amino acids. The common bean seed
contains about 1.9% of total methionine-cysteine depending on the cultivar (Ma and
Bliss, 1978; Sathe, 2002). Phaseolin is the main storage protein in common bean
seed. Phaseolin represents up to 50% of the seed protein content (Chagas and
Santoro, 1997); therefore phaseolin is the main source of methionine in the bean seed.
The methionine content in phaseolin is between 0.5 and 0.80% depending on the
commercial cultivar (George et al., 1993; Sathe, 2002; Montoya et al., 2010), which
is considered low. The nutritional requirements for methionine-cysteine in the human
diet are between 2.6 and 2.5%, equivalent to between 26 and 25 mg methioninecysteine g-1 protein (Young and Pellett, 1991; Montoya et al., 2010).
Since phaseolin is the main storage protein in common bean seed, former
common bean programs to improve the seed protein quality were designed to increase
the phaseolin content. Previously, increased phaseolin contents were achieved
through crosses between two common bean cultivars with high seed protein content
(Gepts and Bliss, 1984). Through this strategy Gepts and Bliss (1984) were able to
improve the methionine content in phaseolin up to 0.9% (9 mg g-1 phaseolin protein)
in some common bean commercial cultivars. However, this increase is still below the
nutritional requirements. In this thesis research, an alternative approach on improving
the seed protein quality in common bean is evaluated based on the work of Taylor et
al. (2008). The research of Taylor et al. (2008) revealed that the total methionine and
cysteine content was raised from 1.8% (18.9 mg g-1 protein) in the bean germplasm
SARC1 to 2.6% (26.8 mg g-1 protein) in the bean germplasm SMARC1N-PN1. The
methionine and cysteine content in SMARC1N-PN1 is within the requirements for
human nutrition. SARC1 has all three seed storage proteins: phaseolin, lectins and
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arcelin, whereas SMARC1N-PN1 is deficient in all three seed storage proteins
(Hartweck and Osborn, 1997). In the present work, the protein quality of
Recombinant Inbred Lines (offspring of two genetically distant parents obtained
through eight generations of inbreeding) of common bean, deficient in phaseolin and
lectins, are evaluated for their protein quality. The Recombinant Inbred Lines (RILs)
with increased methione and cysteine will constitute an elite germplasm for
developing commercial common bean cultivars with improved protein quality.

1.2 Background
The common bean, Phaseolus vulgaris L., is widely cultivated for its edible
seeds (Bliss, 1980). P. vulgaris is a diploid annual species (2n = 2x =22), and is
predominantly self-pollinating (De Ron et al., 2015). Wild forms of P. vulgaris occur
from northern Mexico to northwestern Argentina. There are three distinguishable
gene pools: from Mesoamerica, the Andean region and the northern Peru-Ecuador
(Debouck et al., 1993). The Mesoamerican and the Andean are the main gene pools
(Gepts, 1998; Bellucci et al., 2014). Phaseolus beans are the most important grain
legume for direct human consumption (Gepts et al., 2008). Common bean is grown in
diverse regions such as Latin America, Africa, the Middle East, China, Europe, the
United States and Canada (FAOSTAT, 2014).
Latin America is the largest producer of common bean, with about 5.5 million
metric tons per year accounting for nearly 45% of the total world production
(CGIAR, 2012; FAOSTAT, 2014). The estimate of mean per capita consumption in
Latin America is between 10 and 13.3 kg/year (Leterme and Munoz, 2002;
Nedumaran et al., 2015). Africa is the second most important region, producing about
2.5 million metric tons yearly. The mean per capita consumption of dry bean in this
area is 31.4 kg (CGIAR, 2012; FAOSTAT, 2014). Because of its high content of
protein, the common bean is a major source of dietary protein in developing countries
where animal proteins are scarce (Broughton et al., 2003; Salcedo, 2008). In Brazil
the common bean consumption supplies 28% of the daily protein intake (Silva et al.,
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2010), whereas in Central Africa it represents 50% of the dietary protein
(Namugwanya et al., 2014). The common bean complements carbohydrate-rich
sources such as rice, maize and cassava and is also a rich source of micronutrients
such as iron, zinc, thiamin and folic acid (Beebe et al., 2000; Gepts et al., 2008). Dry
beans on average contain, about 8 to 10% moisture, 50 to 60% total carbohydrates, 3
to 5% fiber, 3 to 4% ash (Deshpande and Damodaran, 1990) and 15 to 30% protein,
depending on the cultivar (Kelly and Bliss, 1975; Deshpande and Damodaran, 1990;
Messina, 1999; Sathe, 2002). Despite the high content of protein in common bean
seed, its quality is considered poor because of its low levels of the sulphur amino
acids methionine and cysteine, about 1%, depending on the cultivar (Evans and
Bandemer, 1967; Johnson et al., 1982).

1.3 Seed storage proteins of common bean
Many different names and criteria of classification have been given to the
seed storage proteins of Phaseolus bean (Danielsson, 1949; McLeester et al., 1973).
This has led to a confusing nomenclature of the common bean seed storage proteins.
Some of this confusion was partially due to comparison of phaseolin, the major bean
globulin protein, to globulins commonly named as vicilins of other species of
legumes like Vicia faba, and Pisum sativum (Jackson et al., 1969; McLeester et al.,
1973) and of species of gramineae like: Hordeum vulgare, and Secale cereale
(Danielsson, 1949). In the present thesis, the composition of the common bean seed
storage proteins follows the nomenclature of the research work of Romero et al.
(1975) and Sun and Hall (1975) who do not use the name of the phaseolin as
analogous to vicilin.

1.3.1 The common bean seed storage protein composition
The common bean seed storage protein fractions are: G-1 globulin, G-2
globulin, the alkali-soluble fraction, containing glutelin and albumin, and the
prolamin fraction (Romero et al., 1975; Ma and Bliss, 1978). The storage protein
resolution corresponds to the cotyledon protein isolation of twenty-seven common
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bean lines. Isolated cotyledons were dried and ground. Because globulins of P.
vulgaris are soluble at acid pH values, Ma and Bliss (1978) made the extractions with
L-ascorbic acid and NaCl following McLeester’s (1973) procedure. After
centrifugation of the extract, they obtained two phases: a pellet and a clear
supernatant. The clear supernatant contained the albumin, globulin and free amino
acids. Prechilled distilled water was added to the supernatant. The white, cloudy
precipitate which formed was separated by means of centrifugation and was referred
to as G-1 globulin protein. The clear supernatant containing the albumins, G-2 and
the free amino acids was dialyzed in distilled water and later centrifuged. The pellet
and the supernatant of the dialysate were referred to as G-2 and albumins fractions,
respectively. The pellet phase from the ascorbate-NaCl extraction was separated
using ethanol and NaOH solution and the separated fractions were referred to as
prolamin and glutelin fractions, respectively. The major protein fractions are the
globulins and the albumins. They account for up to 50 and 30% of the total seed
storage protein, respectively (Montoya et al., 2010; Oliveira et al., 2017), thus
providing the major contribution to the nutritional quality of the seed (Vitale and
Bollini, 1995; Oliveira et al., 2017).

1.3.1.1 The G-2 globulin fraction
The G-2 globulin fraction is composed of lectins (Romero et al., 1975); they
are also referred to as phytohemagglutinins for their ability to agglutinate cells (Bliss
and Brown, 1983; Osborn et al., 1983; Martínez-Aragón et al., 1995; Vitale and
Bollini, 1995; Sathe, 2002). Among the different legumes, P. vulgaris seed contains
the highest amount of lectin. Lectins represent 10% of the total seed protein, (Pusztai
et al., 1979; Vitale and Bollini, 1995; Nasi et al., 2009) and have less than 0.5% of
protein sulphur-amino acids (Pusztai et al., 1979; Osborn and Brown, 1988; Vitale
and Bollini, 1995). Their coefficient of sedimentation is 6.6 S (Itoh et al., 1980).
Lectins are a family of highly homologous proteins. They are composed of
polypeptides with a molecular weight in a range of 27 to 37 kDa (Bliss and Brown,
1983; Sathe, 2002). Lectins can be divided into single-chain lectins and two-chain
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lectins. The single-chains are tetramers of identical or nearly identical monomers. P.
vulgaris lectins are an example of this class (Bollini and Chrispeels, 1978). The αamylase inhibitor lectin is processed post-translationally into α and β-chains (Moreno
and Chrispeels, 1989). Lectins are glycosylated proteins. The sugars involved in the
glycosylation of this protein are: glucosamine, xylose, and mannose (Ericson and
Chrispeels, 1973). Lectin proteins of raw beans are toxic to mammals (Pusztai et al.,
1975; Pusztai and Palmer, 1977; Grant et al., 1985), and birds (Jayne-Williams and
Burgess, 1974). In addition of their toxicity, bean flour contains antinutritional factors
such as trypsin and chymotrypsin inhibitors, and has poor digestibility and low
nitrogen retention (Pusztai et al., 1979). Several biological functions such as host
specificity in Rhizobium nodulation (Diaz et al., 1989) and in defense against seedeating insects have been attributed to lectins. It appears that resistance to proteolytic
degradation by the insect digestive enzymes and binding to insect gut structures are
the requisites for lectins to exert their deleterious effects on insects (Murdock et al.,
1990; Vasconcelos and Oliveira, 2004). Arcelin is an example of an insecticidal
lectin. Arcelin has been named after Arcelia, a town in the state of Guerrero, Mexico,
where one of the accessions was collected. Arcelin is mostly found in seed proteins of
wild bean accessions (Osborn et al., 1986) . Marsolais et al. (2010) identified six
arcelin isoforms in the seed of the P. vulgaris germplasm SARC1. Lectin is produced
during seed maturation, starting about 14 days after flowering (Sun et al., 1978).

1.3.1.2 The prolamin fraction
The prolamin has little impact on the total seed storage protein composition. It
constitutes a minor fraction, between 2 to 4% of the total seed storage protein (Bliss
and Brown, 1983; Oliveira et al., 2017).

1.3.1.3 The albumin fraction
The albumin fraction accounts for 12 to 30% of the total seed storage protein.
It comprises protein subunits in the range of 25 to 35 kDa. The albumin fraction is
rich in the sulphur amino acids methionine and cysteine. The proteomic analysis of
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Phaseolus seeds conducted by Natarajan et al. (2013) reports 8.4% of cysteine and
2.4 % of methionine in the albumin fraction. Ma and Bliss (1978) found an average
of 2% of methionine in the albumin fraction of ten F5 lines of Phaseolus vulgaris.
Chagas and Santoro (1997) quantified an average of 2% of cysteine and between 1.3
to 2% of methionine in the albumin of three Brazilian cultivars of Phaseolus. Bhatty
(1982) found 1.2% of methionine in the albumin fraction of the P. vulgaris cultivar
Saxa.

1.3.1.4 The G-1 globulin fraction
The G-1 globulin fraction comprises the phaseolin and the legumin. The
legumin is a hexameric unglycosylated globulin with a sedimentation coefficient of
11S (Vitale and Bollini, 1995). Legumin is formed from six pairs of polypeptides
with a molecular weight of about 60 kDa each. The components of each of the pairs
are an acidic α subunit with a molecular weight of 40 kDa and a β subunit with 20
kDa (Vitale and Bollini, 1995; Mühling et al., 1997; Sathe, 2002; Yin et al., 2011).
Legumin represents 10% of the total seed storage proteins and has a low
concentration of the sulphur amino acids methionine and cysteine, 0.6% and 0.8%,
respectively (Derbyshire et al., 1976).
Phaseolin is the major globulin storage protein. It constitutes 40 to 60% of the
total seed storage proteins (Bliss and Brown, 1983; Chagas and Santoro, 1997).
Phaseolin’s nutritional value is limited by its low content of the sulphur amino acid
methionine, less than 1% and no cysteine at all (Chagas and Santoro, 1997; Natarajan
et al., 2013). Phaseolin is a glycoprotein with glucosamine, xylose and mannose
forming part of its structure (Ericson and Chrispeels, 1973; Bliss and Brown, 1983;
Sturm et al., 1987; Osborn and Brown, 1988). Phaseolin’s coefficient of
sedimentation is 7S. Phaseolin consists of 2 to 6 polypeptides with molecular weights
between 43 and 54 kDa (Osborn and Brown, 1988). The differences in molecular
weight and isoelectric point among the polypeptides reflect differences in DNA
sequences, coding for two different polypeptide sub-families, α-phaseolin
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polypeptides with 435 to 444 amino acid residues, and β-phaseolin polypeptides with
421 amino acid residues (Slightom et al., 1983). Early studies conducted by Brown et
al. (1981) using SDS-polyacrylamide gel electrophoresis identified three different
profiles for phaseolin. The profiles were named after the cultivars Tendergreen (T),
Sanilac (S), and Contender (C). Montoya et al. (2010) on their bean domestication
research found that for all the cultivars studied nearly 90% have the Tendergreen and
the Sanilac phaseolin type. De La Fuente et al. (2012) reported more than forty
different phaseolin profiles in wild and cultivated beans according to the polypeptide
composition. The Mesoamerican bean accessions exhibit the “S” (Sanilac), “M”
(Middle America), or “B” (Boyaca) types, while the Andean beans have the “T”
(Tendergreen), “C” (Contender), “H” (Huevo de Huanchaco), “A” (Ayacucho), “J”
(Jujuy) or “I” (Inca) phaseolin types. The “S” phaseolin type is mainly present in the
cultivars of Central America, from Mexico to the North of Colombia. The “T”
phaseolin type is mainly present in cultivars of the Andes, including the south of
Peru, Bolivia, Argentina and Chile (Beebe et al., 2001). Acquaah et al. (1994) studied
650 common bean accessions from Malawi in Africa for their phaseolin profile and
found that 49.2% had the “T” type, 24.8% the” C” type, 23.5% the “S” type and 2.5%
the “H” type.
The characterization of the Tendergreen, Sanilac and Contender phaseolin
protein bands is given by Bliss and Brown (1983). The “T” type has three
polypeptide subunits with different molecular weights (α 51, β 48, and γ 45.5), and a
minor subunit (γ 46). The “S” type consists of five major polypeptide subunits (α 49,
α 48.5, β 48, β 47, and γ 45), and one minor subunit (γ 46). The “C” type has
common subunits to both “T” and “S” type. It consists of six major subunits (α 51, α
49, β 48, β 47, γ 45.5, and γ 45) and one minor subunit (γ 46). The phaseolin subunits
variation can be explained in terms of mRNAs giving rise to polypeptides of different
molecular weights (Hall et al., 1978) and due to differential glycosylation of the
polypeptides (Hall et al., 1980). Two asparagine residues Asn252 and Asn341 are
present as the N-glycosylation sites. Phaseolin polypeptides with two glycans have
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Man-7 (mannose) attached to Asn252 and Man-9 attached to Asn341, whereas
polypeptides with only one glycan have a complex oligosaccharide Xylose-Man-3 at
Asn252 (Emani and Hall, 2008).
Phaseolin is encoded by a gene family formed by 6 to 10 co-dominant
interrupted genes (five introns and six exons) per haploid genome, organized in a
single close cluster on chromosome 7 (Talbot et al., 1984). Thus the genes controlling
the polypeptides of each of the phaseolin types are tightly linked, inherited in a block
like a single Mendelian gene (De La Fuente et al., 2012). Slightom et al. (1985)
reported that the family gene for phaseolin is divided into two sub-families: the α and
β family genes that encode the α and β phaseolin type, respectively. In the
Tendergreen variety these two gene families α and β differ in their coding regions by
the presence or absence, respectively, of 27 bp and 15 bp direct repeats (Slightom et
al., 1985; Anthony et al., 1990). The α genes encode fourteen additional amino acids.
Aside from these differences the α and β phaseolin genes show around 98% identity
(Slightom et al., 1985; Anthony et al., 1990), which supports that most of the
heterogeneity in the phaseolin polypeptides are due to post-translational processing,
as mentioned above. Also the polypeptide units α, β and γ of the Tendergreen cultivar
have similar amino acid composition, suggesting that they are encoded by a relatively
small multigene family (Slightom et al., 1985). Thirteen cDNA clones were grouped
according to the type of phaseolin polypeptide they encode, either α or β type; within
each group the phaseolin cDNA clones have the same pattern of restriction sites,
indicating that they are internally homologous (Slightom et al., 1985). Slightom et al.
(1983) reported three methionine and two cysteine residues for phaseolin out of a
total of 409 amino acid residues, including the signal peptide. The cysteines are
removed after proteolytic processing by removal of the signal peptide; (Cramer et al.,
1985; Cramer et al., 1987). Anthony et al. (1990) reported four methionine residues
for the Sanilac variety. The production of phaseolin in the seed was detectable 14
days after flowering, with the major accumulation continuing for 12 to 14 days (Sun
et al., 1978). The research of Hall et al. (1980) supports the findings that the
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production of phaseolin in the seed of P. vulgaris is detectable fourteen days after
flowering. They extracted proteins from the whole seed and from the cotyledon alone
as well from seeds that started to form between 10 to 31 days after flowering. The
electrophoretic separation showed phaseolin protein bands in seeds and cotyledons
formed fourteen days after flowering, with continuing increase in this protein for
seventeen days. The exponential accumulation of the phaseolin in the maturing seeds
corresponds to the time of rapid proliferation of the rough endoplasmic reticulum in
the bean cotyledon cells (Bollini and Chrispeels, 1979).

1.4 The importance of sulphur in the human body
Sulphur is the seventh most abundant mineral in the tissues of higher

vertebrates (Ingenbleek, 2006; Emsley, 2011). The skin, muscles, connective tissues
and bones are rich in sulphur (Soetan et al., 2010). The hair and nails that are made of
the protein keratin contain a large share of sulphur (Rogers et al., 2004). The element
sulphur plays a critical role in detoxification and is a built in molecule of glutathione,
one of the most important antioxidants that the body produces (Anderson, 1998; Wu
et al., 2004). It is well documented that sulphur compounds play a protective role
during immune response (Grimble, 2006). Sulphur is a non-metal element. It is the
second component in group VI of the periodic table of elements, situated just below
oxygen (Palego et al., 2015). It has 8 valences and oxidation states ranging from +6
(sulphate, SO42-) to -2 (sulphide, S2-). The most common oxidized form is sulphate
(SO42-) (Ingenbleek, 2006). Plants, microorganisms and fungi, unlike animals, are
able to reduce sulphate to sulphide (Bick and Leustek, 1998; Davidian and Kopriva,
2010; Takahashi, 2010) and to incorporate sulphur into organic metabolites,
producing a large variety of organic compounds (Parcell, 2002; Palego et al., 2015).
Among the organic compounds are the sulphur-containing amino acids methionine
and cysteine (Wirtz and Droux, 2005; Ingenbleek, 2006; García et al., 2015). They
constitute almost an exclusive dietary source of sulphur to the body (Parcell, 2002;
Ingenbleek, 2006). Plants are the most important source of methionine and cysteine
for humans and animals (Wirtz and Droux, 2005).
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1.5 Methionine and cysteine in proteins
Methionine and cysteine are encoded by the standard genetic code. They are
called proteinogenic amino acids because they are incorporated into proteins
(Brosnan and Brosnan, 2006), thus they are taken into the human body as dietary
protein constituents. Methionine is an essential amino acid that cannot be synthesized
de novo in the human body and thus must be supplied in the diet (Wu, 2009; Palego
et al., 2015). Cysteine enters into the human body in two ways: through cysteinecontaining foods or through a metabolic pathway that converts methionine to
cysteine. In the human body, the methionine metabolism begins with its activation to
S-adenosylmethionine (SAM) by methionine adenosyltransferase (MAT), (Figure
1.5). In mammals, SAM is the main methyl donor substrate (Griffith, 1987; Stipanuk
et al., 2006; Palego et al., 2015). SAM can donate its methyl group to a wide variety
of acceptors, including amino acid residues in proteins, DNA, RNA and small
molecules (Chiang et al., 1996; Laxman et al., 2013). SAM transfers the methyl
group to an acceptor and gets converted to S-adenosylhomocysteine (SAH). SAH is
hydrolyzed to adenosine and homocysteine. Homocysteine can be remethylated to
methionine by methionine synthase (MS); in this manner, methionine can be
regenerated for reuse. The methionine cycle occurs in all body cells (Brosnan and
Brosnan, 2006). Homocysteine can also condense with serine to form cysteine by the
combined action of cystathione β-synthase (CBS) and cystathione γ-lyase (CGL). The
formation of cysteine from homocysteine is restricted to the liver, kidney, intestine
and pancreas (Brosnan and Brosnan, 2006). The conversion of methionine to cysteine
is an irreversible process. For this reason, methionine is a dietary essential amino
acid, regardless of cysteine availability. Methionine is vital in making proteins in the
body. Methionine is the initiation of mRNA translation by formyl-methionyl-tRNA.
Methionine is a constituent of nearly all polypeptidic molecules with greater
abundance in extracellular than in intracellular proteins (Ingenbleek, 2006). Cysteine
is unique among the twenty standard amino acids in that it contains a thiol group or
sulfhydryl group, that is to say, a functional group composed of a sulphur atom and a
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hydrogen atom (-SH). The sulfhydryl group is able to form disulphide bridges (S-S).
Disulfide bridge interactions are important in determining protein tertiary structure
(Wirtz and Droux, 2005; Wu, 2009; Palego et al., 2015). The biological function of a
protein as well its native state is dependent on the tertiary structure. If the native state
of a protein is disrupted its biological function is lost. Extracellularly, disulfide
bridges between cysteines increase the molecular stability of a protein. Disulphide
bridges are present in proteins linked to defense against bacteria and viruses like
immunoglobulins and T-cell receptors or structural proteins like keratin (Palego et al.,
2015).
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Figure 1.5 Major pathways of methionine and cysteine metabolism in the human
body.

ATP

=

adenosine triphosphate, PPi = inorganic pyrophosphate, Pi = inorganic orthophosphate,

MAT = methionine adenosyltransferase, SAHH = S-adenosylhomocysteine hydrolase, MS = methionine
synthase, CBS = cystathione β-synthase, X = acceptor molecule
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for

genetic

improvement of seed protein quality in common bean
Depending on the cultivar, the total protein in common bean seed comprises
20 to 30% of total seed content (Delaney and Bliss, 1991; Sathe, 2002). Of the total
seed protein content, 40 to 50% corresponds to the globulin protein phaseolin (Ma
and Bliss, 1978; Bliss and Brown, 1983; Chagas and Santoro, 1997). A large
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variation in seed protein content with minimum values of 19% and maxima of 32%
was found within a collection of seventy-three common bean genotypes from the
bean bank germplasm at the National Research Centre of Rice and Beans in southern
Brazil (Pereira et al., 2009). Mutschler and Bliss (1981) categorized the bean seed
protein content as: low when the seed protein content was around 19% or less,
moderate content was referred to as 25% seed protein, and high seed protein content
was considered above 28%. Most P. vulgaris lines with high seed protein content are
snap bean cultivars, grown usually for their edible pods, or tropical dry bean
accessions (Bliss and Brown, 1983). Kelly (1971) first reported the snap bean ‘Bush
Blue Lakes 240 (‘BBL240’), to be high in total protein content. Other snap bean
cultivars with high protein content are ‘Endogava Z.N.’ and PI229815 with around
27.5% (Mutschler and Bliss, 1981). Some tropical common bean cultivars with high
seed protein content include ‘Bonita’ with 24% (Mutschler and Bliss, 1981), 15R-148
and ‘Porrillo 70’ with around 29% (Gepts and Bliss, 1984). Barampama and Simard
(1993) on a research study of nutrient composition and protein quality of thirteen
tropical common bean cultivars found an average of 22% of seed protein content with
one of the cultivars with as high as 27.5%. More recent studies on seed protein
content of common bean support the previous findings that tropical varieties have
high protein content. Silva et al. (2012) in a study of seed protein quantification of
one hundred common bean Brazilian cultivars found an average protein content of
25%, ranging from 19.6 to 30.4%. The studies on nutritional and mineral variability
in 52 accessions of common bean cultivars from Madeira Island revealed an average
seed protein content of 23% with variations between 18.5 to 29.6% (Gouveia et al.,
2014).
Since phaseolin constitutes the main storage protein fraction in the common
bean seed, studies on the quantification of phaseolin content have also been
conducted. A large variation in this globulin protein was found among different
common bean cultivars studied. Mutschler and Bliss (1981) quantified the total seed
protein and the globulin G-1 protein content of six cultivars: Swedish Brown, WI74-
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2047, Oregon 58, Bonita, PI 229815, and Endogava Z.N. The percentage of total seed
protein ranged from 17.4 for Swedish Brown to 27.8% for Endogava Z.N. Variation
in the content of G-1 protein was also found within these cultivars, ranging from 32
to 50.8%. No correlation between total seed protein and G-1 protein content was
found among these cultivars. Oregon 58 and Bonita had a similar percentage of seed
protein 23.6 and 24%, respectively. However, Oregon 58 had a significantly higher
G-1 protein content (50.8%) than Bonita (45.1%). A similar situation was found for
PI229815 with 27.5% of total seed protein and Endogava Z.N. with 27.8%. The latter
has lower G-1 protein (47%) than PI229815 (49.6%). WI74-2047 has higher total
seed protein (18.5%) than Swedish Brown (17.4%) but lower G-1 protein, 32.9 and
43.3%, respectively.
A basic function of protein in nutrition is to supply adequate amounts of
needed amino acids. Despite phaseolin being the main storage protein in the common
bean seed, its quality is limited by the low content of the sulphur amino acid
methionine. Depending on the cultivars, the methionine content in the phaseolin
fraction is less than 1%, with ranges between 0.50 to 0.90% (Gepts and Bliss, 1984;
Montoya et al., 2010). The protein quality of food is assessed based on the amount of
essential amino acids relative to nutritional requirements and on the digestibility of
the proteins (Friedman, 1996; Vaz Patto et al., 2015). The Protein Digestibility
Corrected Amino Acid Score (PDCAAS) has been used for the past 20 years to
evaluate the protein quality based on the amino acid requirements of humans and
their ability to digest it (Boye and Ma, 2012). PDCAAS value ranges from 0 to 100
%. For common beans the PDCAAS values are lower, between 53 and 67%,
depending on the cultivar (Vaz Patto et al., 2015). Sgabrieri et al. (1979) found a
digestibility percentage of 60.5 to 65.5 in cooked beans of four Brazilian cultivars of
dry beans. The low digestibility of common bean proteins is attributed to trypsin
enzyme inhibitors, which contain a large number of disulfide bonds that are heat
stable (Sathe, 2002).
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Another measurement for determining protein quality is the biological value
of the protein. The biological value measures the percentage of the digested protein
that can be used in protein synthesis in the cells of the body. Biological values can
range from 0 to 100%. These values are related to the percentage of essential amino
acids required by the body. When one or more essential amino acids are missing or
present in low quantities, the protein has a low biological value. The common bean
has an average biological value of 58%, depending on the cultivar (Vaz Patto et al.,
2015). Sgabrieri et al. (1979) found biological values between 38.3 to 58.9% in four
Brazilian dry bean cultivars. Methionine and cysteine requirements (both together
considered) for an adult are between 25 to 26 mg g-1 of total protein (2.5 to 2.6%)
(Young and Pellett, 1991; Montoya et al., 2010). Total methionine is present in
common bean seed in an average of 12 mg g-1 (1.2%) of total seed protein (Montoya
et al., 2010). The average methionine content in the phaseolin fraction is about 9 mg
g-1 protein (0.9%) (Montoya et al., 2010), which is way far below the recommended
dietary intake.
The high variation in seed protein content between different cultivars
suggested a considerable opportunity for protein quality improvement through
traditional breeding (Bliss and Brown, 1983). Since phaseolin is the main seed
protein fraction, it constitutes the major contributor to available methionine in all
common bean cultivars developed hitherto. The strategy of previous conventional
common bean breeding programs on improving the sulphur amino acid content was
to increase the percentage of phaseolin. Gepts and Bliss (1984) studied the
relationship between available methionine concentration and the levels of phaseolin
using three groups of genetic material: a) F2 progeny of interspecific crosses between
twelve P. vulgaris cultivars and a P. coccineus cultivar (‘Mexican Red Runner’)
which lacks phaseolin; b) F2 progeny of the cross between five P. vulgaris cultivars
and a wild Mexican accession (‘PI325690-3’), which has a dominant gene encoding
for low phaseolin; c) F2 progeny of the cross between the P. vulgaris cultivars:
‘Sanilac’ and ‘Bush Blue Lake 240’, the later is a high methionine line; and between
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‘Sanilac’ and ‘15R-148’, which is a high non-phaseolin protein line. For each cross,
the F2 progenies were analyzed for total seed protein content, phaseolin content (the
presence or absence of phaseolin was detected by rocket immunoelectrophoresis), and
available methionine concentration, as percent of seed flour. A paired t-test was
conducted (Gepts and Bliss, 1984). For the intergeneric cross with P. coccineus only
three F1 lines had viable seeds that produced F2 progeny. The F2 seeds without
phaseolin showed a small but significant reduction in total protein concentration
ranging from 26.1 to 27.7% compared to the 26.8 to 31.6% for those containing
phaseolin: Similarly, seeds containing phaseolin (35 to 45.7%) had significantly
higher available methionine (0.68 to 0.82%) compared to seeds without phaseolin
(0.59 to 0.69%). In the F2 progeny of the second cross, no significant differences in
protein concentration were found between the seeds with high phaseolin (50.8 to
61.6%) and low phaseolin (25.2 to 33.6%). The ranges of protein concentrations for
seeds with high phaseolin were between 26 to 29.7%. The seeds with low phaseolin
had a percentage of protein content between 23 and 30. As for the methionine, the
seeds with higher phaseolin levels had higher available methionine in the range of
0.74 to 0.90%. The available methionine for the seeds with lower phaseolin content
was between 0.57 to 0.60%. For the F2 progenies of the third cross between ‘Sanilac’
and ‘Bush Blue Lake 240’, and between ‘Sanilac’ and ‘15R-148’, Gepts and Bliss
(1984) provide the coefficient of correlation for the results of the protein, phaseolin
and methionine quantification. The F2 progenies from the cross between ‘Sanilac’ and
‘Bush Blue Lake 240’ show a high coefficient of correlation (0.78) between available
methionine and protein content. There is also a high coefficient of correlation (0.74)
between available methionine and phaseolin content. The F2 progenies of the cross
between ‘Sanilac’ and ‘15R-148’ show a low correlation (0.45) between available
methionine and protein content. No correlation was found between available
methionine and non-phaseolin protein concentration. This suggests that the reduction
in available methionine in the non-phaseolin seed was due primarily to the absence of
phaseolin. Gept and Bliss (1984) concluded that available methionine was positively
correlated with phaseolin content.
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The more recent findings of Taylor et al. (2008) that increased methionine and
cysteine in some common bean lines was due to a deficiency of phaseolin and lectins
opened a new possibility to increase the protein quality in common bean. Thus, the
bean breeding program in Canada took the strategy of decreasing the percentage of
phaseolin for improving the sulphur amino acid content in the bean seed. Taylor et al.
(2008) evaluated the protein profile, the protein content, the total protein amino acids,
and free amino acids in mature seeds of the germplasm lines: SARC1, SMARC1PN1, and SMARC1N-PN1. The three common bean lines are genetically related;
Sanilac is the parental background. They share approximately 85% of the parental
genetic background. The three lines integrate a progressive deficiency in major seed
storage proteins: phaseolin, phytohemagglutinin and arcelin. SARC1 contains the “S”
type phaseolin derived from Sanilac (Taylor et al., 2008) and phytohemagglutinin and
arcelin derived from the wild parent due to tight linkage between phytohemagglutinin
and arcelin genes (Osborn et al., 1986; Kami et al., 2006). Recessive null alleles
conferring phaseolin or phytohemagglutinin deficiency from P. coccineus and “Great
Northern 1140”, respectively, were introgressed in the SARC1 genetic background.
The introgression of the arcelin-1 allele can lower the phaseolin content from about
50 to 14% of total protein (Romero et al., 1986). SAMARC1-PN1 is deficient in
phaseolin; SMARC1N-PN1 is deficient in all three major seed storage proteins
(Hartweck and Osborn, 1997). The analysis of the protein profile by Sodium Dodecyl
Sulfate-Polyacrylamide Gel Electrophoresis (SDS-PAGE) revealed the presence of
two major bands of 49 and 46 kDa in SARC1, corresponding to γ and α-β
glycopolypeptides of “S” type phaseolin, respectively. However, the amount of
phaseolin in SARC1 was much less than in the parental line Sanilac. These two bands
were absent in the phaseolin deficient lines SMARC1-PN1 and SMARC1N-PN1.
Two bands of 35 kDa and 32 kDa corresponding to arcelin (Hartweck et al., 1991)
and phytohemagglutinin (Vitale and Bollini, 1995), respectively, were found in
SARC1 and SMARC1-PN1 but were absent in SMARC1N-PN1. The total seed
protein content for the three lines was between 14.8 to 17.8%, not significantly
different. The percentage of soluble seed protein was significantly different among
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the three lines. SMARC1N-PN1 showed a significantly higher content (7.40%)
compared to SMARC1-PN1 (5.82%) and SARC1 (4.64%). The higher soluble
protein

content

in

SMARC1N-PN1

was

associated

with

phaseolin,

phytohemagglutinin, and arcelin deficiency. The total free amino acid content
increased by 52.94% and 104.4% in SMARC1-PN1 and SMARC1N-PN1,
respectively, as compared with SARC1. The individual free amino acid quantification
showed only a slight increase in free methionine in SMARC1-PN1, and SMARC1NPN1 as compared with SARC1. Free S-methylcysteine decreased by 2% and 25% in
SMARC1-PN1 and SMARC1N-PN1, respectively, as compared with SARC1. Free γGlu-S-methylcysteine notably decreased by 45.9% in SMARC1N-PN1. SMARC1PN1 showed a reduction by 18.9% of free γ-Glu-S-methylcysteine. The total
methionine-cysteine content increased from 1.8% (18.9 mg g-1 protein) in SARC1 to
2.6% (26.8 mg g-1 protein) in SMARC1N-PN1. The total methionine-cysteine content
in SMARC1N-PN1 is slightly above the 2.5% (25 mg g-1 protein) of the nutritional
requirements in the human diet (Young and Pellett, 1991). SMARC1-PN1 and
SMARC1N-PN1 showed decreased total S-methylcysteine, 0.9% and 0.6%,
respectively, as compared with SARC1 (1.1%).
The most important finding of Taylor et al. (2008) was the increase in the
protein sulphur amino acids, as a response to seed storage protein deficiency. The
sulphur from S-methylcysteine and γ-Glu-S-methylcysteine was shifted preferentially
to the protein cysteine pool in the storage protein deficient lines. To date, this is the
first report of a significant improvement in sulphur amino acid content in seeds of
common bean based on natural genetic variation in seed storage protein composition.
This opens the possibility to develop commercial common bean cultivars with
improved protein quality. Based on these findings, the bean breeder in Manitoba (at
the Morden Research and Developing Centre), Dr. Anfu Hou, made a cross between
Morden-003 (a commercial dry bean cultivar, well adapted to Manitoba and with
good agronomic performance) and the germplasm line SMARC1N-PN1. This cross
gave rise to 185 (F2:8) recombinant inbred lines (RILs) (offspring of two genetically
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distant parents that were inbred through eight generations). Through genetic
recombination, some RILs will be deficient in the main storage proteins and therefore
with increased sulphur amino acid content and will also have the desirable agronomic
traits of Morden-003. The RILs with increased sulphur amino acid content also have
to meet the standards of desirable agronomic traits for dry beans. This is a relevant
pre-requisite in order to consider the RILs as elite lines for developing new cultivars
from them with increased protein quality.

1.7 Agronomic characteristics of the navy bean cultivar
Morden-003
Morden-003 is a navy bean (Phaseolus vulgaris L.) cultivar developed at the
Lethbridge Research and Development Centre, in Alberta (Mündel et al., 2004). The
final selection and testing was performed at the Morden Research and Development
Centre, in Manitoba. Morden-003 was issued the registration number 5603 by the
Variety Registration Office, Plant Production Division, Plant Products Directorate,
Canadian Food Inspection Agency, Nepean, Ontario, Canada. It was released as a
cultivar in 2003, after two years of narrow-row field trials testing (Mündel et al.,
2004). Morden-003 has desirable agronomic traits (Mündel et al., 2004). It is well
adapted to Manitoba for narrow-rows (23 cm spacing between rows) production. It is
an early maturity cultivar with an average of 101 days. The average number of days
to flower is 48. Morden-003 is resistant to the fungal disease anthracnose caused by
Colletotrichum lindemuthianum. Morden-003 is a high yielding cultivar with an
average production of 2.9 tn ha-1. The hundred seed weight average of Morden-003 is
18.5 g. Acceptable weight of hundred seeds for commercial navy bean cultivars
ranges from 17.5 to 20.5 g (Adams et al., 1986; Uebersax and Siddiq, 2012). Morden003 has a determinate bush growth Type I with strong and erect stem and branches
(Mündel et al., 2004). The cultivated Phaseolus species have been classified into four
growth habits: Type I bush determinate with erect stem, Type II bush indeterminate
with erect stem, Type III prostrate indeterminate, and Type IV climbing
indeterminate (Singh, 1982). Morden-003 has a lodging score of 1.3 (scored on a 1 to
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5 scale, where 1 is upright and 5 prostrate). Lodging is defined as the tendency of a
plant to bend (Shah et al., 2016). Plants that are decumbent and with indeterminate
growth habit, tend to lodge during pod filling, resulting in pods very close to the
ground making them difficult to harvest (Eckert et al., 2011), and more exposed to
soilborne diseases (Botelho et al., 2013) like the white mold (Sclerotinia
sclerotiorum). Plants with a growth Type I and II strongly favor the efficiency of
harvesting (Eckert et al., 2011).

1.8 Agronomic characteristics of the bean germplasm
SMARC1N-PN1
The bean germplasm SMARC1N-PN1 was developed and released by the
Wisconsin Agricultural Experiment Station and the University of Wisconsin (Osborn
et al., 2003). It has the registration number GS-21. SMARC1N-PN1 has an average
of 20.7 g 100 seeds-1, which is in the range of the market class of dry beans. It has a
Type II growth habit, indeterminate bush with erect stem and branches. It is resistant
to anthracnose. SMARC1N-PN1 is a late maturing cultivar with an average of 115
days. It has low yield with an average of 1.5 tn ha-1 (Osborn et al., 2003).

1.9 Hypothesis
By modifying seed protein composition using selective breeding, protein
quality in the common bean seed can be improved.

1.10 Research objectives
1 To determine the protein profiles of a total of 177 RILs grown in the field,
by SDS-PAGE;
2 To quantify methionine, cysteine, and S-methylcysteine of a total of 185
RILs grown in the greenhouse, by HPLC (High Performance Liquid
Chromatography);
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3 To assess the effect associated with seed storage protein deficiency on the
agronomic trait performance of the RILs;
4 To evaluate the genotype by environment interaction (G×E) on the RILs’
agronomic traits in two different locations: Morden, MB and London, ON.
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Chapter 2: Materials and Methods
2.1 Plant material
Germplasm line SMARC1N-PN1 was crossed with the navy bean cultivar
Morden-003 by Dr. Anfu Hou at the Morden Research and Development Centre in
Morden, MB. Initially there were 3 F1 plants of this cross, which were self-fertilized
giving F2 plants. Each F2 plant gave rise to a “population”. Through eight generations
of inbreeding in the greenhouse, via Single Seed Descent (SSD), Dr. Hou obtained a
total of 185 RILs for the 3 populations (RILs are F2:8). The Population 1 has fifty-five
RILs, the Population 2 sixty-seven RILs, and the Population 3 sixty-three RILs. Dr.
Hou planted in the field the 185 RILs he obtained in the greenhouse. The planting
took place in May of 2013 at the Morden Research and Development Centre. From
the 185 RILs that initially were planted, the seeds of 177 RILs were harvested in late
September (Some RILs were lost in the field, the seeds did not germinate). In January
of 2014 the seeds of the 177 RILs were sent to Dr. Marsolais’ laboratory at the
London Research and Development Centre in London, ON to determine their protein
profile for phaseolin and lectins.

2.2 Determination of phaseolin and lectin protein profiles of
the 177 field RILs
2.2.1 Soluble protein extractions
Seed samples (1.2 g) of each of the 177 RILs were ground with a Kleco ball
mill. Soluble proteins were extracted from 50 mg ground tissue of each of the RILs
using 1 ml of cold extraction buffer (50 mM Tris-HCl pH 8.0, 50 mM KCl, 1mM
CaCl2, 10% glycerol) containing 1 mM phenylmethylsulfonyl fluoride (PMSF) and 1
◦

mM dithiothreitol (DTT). Extracts were centrifuged twice at 25,000 × g at 4 C for 20
min. Supernatants were placed in a 1.5 ml tube on ice (Vanden Bosch et al., 1989) to
later run the SDS-PAGE gels.
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2.2.2

Sodium

Dodecyl

Sulfate-Polyacrylamide

Gel

Electrophoresis (SDS-PAGE) analysis of the 177 field RILs
Five µl of 4 × SDS protein sample buffer was added to 1.5 µl of the protein
extract in a 1.5 ml tube. Samples were vortexed, centrifuged for 2 min at room
◦

temperature and heated at 99 C for 5 min. Five µl of these protein samples were
loaded on a pre-cast NuPage Novex 4-12% gradient Bis-Tris gel with × 1 MES
running buffer (life technologies) and visualized by Coomassie staining (Taylor et al.,
2008) .

2.2.3 Determination of the phaseolin and lectin protein
profiles of the 185 RILs grown in the greenhouse in Morden
The 185 RILs grown in the greenhouse in Morden were sent in 2011 to the London
Research and Development Centre to determine their protein profile for phaseolin and
lectins. The assessment of the protein profiles was performed by the laboratory
technician Agnieszka Pajak following the same protocol described above for the
assessment of the protein profiles of the 177 field RILs.

2.3

Methionine,

cysteine,

and

S-methylcysteine

quantification of the 185 RILs grown in the greenhouse at
the Morden Research and Development Centre
Seeds of the RILs grown in Morden in the greenhouse were sent to the
London and Research Development Centre for the quantification of methionine,
cysteine and S-methylcysteine. Of the 185 RILs, twenty-seven were sent in 2012 to
the SPARC BioCentre in Toronto for the same purpose of quantifying methionine,
cysteine, and S-methylcysteine. The samples sent to the SPARC BioCentre were
chosen based on their protein profile determined in 2011 by SDS-PAGE gels.
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2.3.1 Hydrolysis phase
Hydrolysis needs to be performed in order to break the peptide bonds in the proteins
for amino acid quantification. Ten mg of ground seeds of each RIL (three biological
replications per sample; seeds were collected from three different plants of the same
genotype) were hydrolyzed in shell vials (8 × 40 mm) in the presence of 450 µl of 6
N HCl and 1% phenol (w/v) and 50 µl of 12 mM norvaline (it was used as an internal
standard). The shell glass vials were placed inside the reaction vials. Using an Eldex
Workstation the reaction vial was placed under vacuum for 1-2 seconds. Thereafter
the reaction vial was flushed with pre-purified nitrogen for 5 seconds. The above
steps were repeated twice. After the third flushing, the reaction vial was sealed under
vacuum and nitrogen flow. The reaction vial was placed in an oven (Johns Scientific)
◦

for 24 hr at 110 C. After 24 hr the samples were taken out of the oven and transferred
to 1.5 Eppendorf tubes. The samples in the Eppendorf tubes were centrifuged for 15
min at 20,000 × g. The supernatants were transferred to new 1.5 ml Eppendorf tubes.
A 100 µl aliquot of each sample was placed in shell glass vials in the speedvacuum
evaporator (LABCONCO) for 1 hr. When the samples were dry, 500 µl of HPLC
water was added to each sample and left to stand for 10 min. Thereafter the samples
were transferred to 0.2 µm microfilter tubes (Life Sciences), and centrifuged for 2
min at 14,000 × g; the filters were removed (Fountoulakis and Lahm, 1998; Jafari et
al., 2016).

2.3.2 Oxidation phase
Oxidation was performed only for cysteine, prior to the hydrolysis phase.
Oxidation is necessary because decomposition of cysteine residues occurs during
protein hydrolysis (Manneberg et al., 1995). Therefore, cysteine was determined as
cysteic acid (Hirs, 1967). Performic acid (oxidation solution) was prepared by adding
100 µl of 30% hydrogen peroxide to 900 µl of 88% formic acid in a screw-capped 1.5
ml centrifuge tube. The oxidation solution was allowed to stand at room temperature
for 60 min. Ten mg of ground seeds of each RIL were oxidized in shell glass vials
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and heated at 50 C for 5 min. One hundred µl of the prepared oxidation solution was
added to each shell vial and heated for 30 min (Hirs, 1967). Thereafter, each vial was
placed in the speedvacuum evaporator for 90 min to dry the samples. When the
samples were dry they underwent the hydrolysis phase following the same protocol as
detailed above.

2.3.3 Separation and quantification of the amino acids by
HPLC (High Performance Liquid Chromatography)
The amino acids were analyzed according to Jafari et al. (2016). The filtered
samples were diluted 1:10, and 1 µl was loaded in the HPLC. The amino acids
underwent a pre-column derivatization with o-phthalaldehyde (OPA). They were
separated on a Zorbax column of a chromatography Agilent 1290 Infinity HPLC
system (Agilent Technologies, Mississauga, ON). The fluorescence detector 1260
FLD detected the OPA derivatized amino acids. A calibration file consisting of the
response factor of each amino acid was used to calculate the concentration of amino
acids present in the sample. The calculation of the concentration detected by the
HPLC involves dividing the peak area corresponding to a given amino acid,
(methionine, cysteine and S-methylcysteine) by its response factor to give a value in
pmol/µl (Rutherfurd and Gilani, 2009). The amino acids in the SPARC BioCentre
were analyzed according to Taylor et al. (2008). The amino acids underwent a precolumn

derivatization

using

phenylisothiocyanate

(PITC)

to

produce

phenylthiocarbamyl (PTC) amino acids. The amino acids were quantified as
phenylisothiocyanate derivatives (PITC)
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2.4 Assessment of the agronomic traits of the parent lines
Morden-003 and SMARC1N-PN1 and of the RILs of
Population 1, Population 2, and Population 3
2.4.1 Seed material and planting methodology
The seeds of the parent lines Morden-003 and SMARC1N-PN1 and of the 185
RILs were sent to London from the Morden Research and Development Centre, in
early May of 2014 and 2015. The planting for the field trials of 2014 and 2015 took
place in two different locations: in Morden, MB (49.1923◦ N, 98.0977◦ W) at the
Morden Research and Development Centre, in late May, and in London, ON
(42.9849◦ N, 81.2453◦ W) at the London Research and Development Centre, the first
week of June. The seeds were planted using a three funnel planter. In each location,
the seeds of each RIL were planted along with their parent lines, according to their
respective population. The experimental design within each population was a
randomized complete block design with three replications. Each plot size was 3.5 m 2
(5 m length by 0.70 m width, with 0.70 m spacing between plots). One hundred
twenty seeds of each genotype were planted in each plot. The planting methodology
was followed for the two year field trials in the two locations. The traits tested for
each genotype in the two locations and for the two year trials were: days to flowering
(DTF), plant height (PHT), lodging (the tendency of a plant to bend), pod height
(PDH), growth type (GT), days to maturity (DTM), yield (YLD), and hundred seed
weight (HSW). Days to flowering was designated as the number of days after
planting when 50% of the plants in the plot had at least one open flower. The plant
height data correspond to the average height (cm) of three plants randomly chosen in
the plot. The plant height was measured at flowering stage. Days to maturity were
determined as the number of days after planting when 90% of the plants in the plot
were ready to harvest. Lodging was determined at the time of maturity on a 1 to 5
scale; 1 = upright plants, 5 = plants lie flat on the ground. Growth type was measured
on a scale of 1= determinate bush with strong and erect stem and branches, 2 =
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indeterminate bush, with erect stem and branches, 3 = indeterminate bush with weak
and prostrate stem and branches, 4 = indeterminate climbing habit with weak, long
and twisted stem and branches. Pod height, was scored as the percentage of pods in
the plant above 5 cm from the ground. Pod height was measured when the leaves of
the plants were fallen. Following harvest, yield and hundred seed weight (g 100
seeds-1) were measured. The yield was measured on a plot basis (g plot-1) and
converted to tn ha-1 for the statistical analyses.

2.5 Data analyses
2.5.1 Determination of the phaseolin and lectin protein
profiles of the 177 field RILs
The SDS-PAGE gels allowed me to visualize the phaseolin and lectin profiles
of each of the RILs. On the gels I included protein samples of the parent lines
Morden-003 and SMARC1N-PN1. I classified the RILs into four groups according to
the phenotypic expression for phaseolin and lectins when compared to the parental
lines protein profile. The four groups were classified as: MM, MS, SM, and SS. M
and S stand for the protein phenotypic expression of the parent lines Morden-003 and
SMARC1N-PN1, respectively.

2.5.2

Methionine,

cysteine,

and

S-methylcysteine

quantification
I quantified the concentration of the amino acids in nmoles/mg. The mean
values of the sulphur amino acid concentrations for each of the RILs were compared
descriptively against the sulphur amino acids concentrations of the parental lines
Morden-003 and SMARC1N-PN1, used as control lines in my study.
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2.5.3 Data analyses on the assessment of the agronomic
traits
I conducted three-way ANOVAs to test for differences in agricultural traits
based on genotype (RILs and parental lines), year (2014 and 2015), location (Morden
and London), and all possible interaction terms. Differences were significant at the
probability level less than 0.05. The pattern analysis was performed using SPSS 11.0
on the basis of observed means. In the present study, the independent variable of
primary interest is the genotypes, therefore they were considered as the moderators. If
significant effects of genotype were identified, I used Dunnett’s post-hoc test to
compare individual RILs and the parent line SMARC1N-PN1 to the parent line
Morden-003. The growth type and lodging were analyzed as descriptive categories.
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Chapter 3 Results
3.1 Phaseolin and lectin protein profiles of the 185 RILs
grown in the greenhouse in Morden
The protein profiles of the parental lines Morden-003 and SMARC1N-PN1
and of the 185 RILs were analyzed by SDS-PAGE of soluble protein extract from
mature seeds. Figure 3.1 shows the different electrophoresis bands for the proteins:
phaseolin and lectins. Phaseolin consists of 2 to 6 polypeptides of molecular weights
between 43 and 54 kDa (Osborn and Brown, 1988). The parental Morden-003
showed two major bands in the range of 43 to 55 kDa that correspond to the globulin
protein phaseolin. Lectin polypeptides have a molecular weight in the range of 27 to
37 kDa (Bliss and Brown, 1983; Sathe, 2002). Morden-003 showed two bands in a
range of 27 and 34 kDa; the latter appears as a prominent band. The two bands
correspond to lectins. The parental SMARC1N-PN1 is deficient in phaseolin and
lectins (Hartweck and Osborn, 1997) consequently the bands for phaseolin and lectins
on the SDS-PAGE were absent in this germplasm line. The protein profile for
phaseolin and lectins classified the RILs grown in the greenhouse as: 61 with the
parent line Morden-003 profile both for phaseolin and lectins (MM), 39 with the
parent line SMARC1N-PN1 profile for phaseolin and with the parent line Morden003 profile for lectins (SM), 58 with the parent line Morden-003 profile for phaseolin
and with the parent line SMARC1N-PN1 profile for lectin (MS), and 25 with the
parent line SMARC1N-PN1 profile both for phaseolin and lectins (SS). An additional
three lines had the MM profile with abundant lectin (mM) or a subset of the MM
grouping.
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Figure 3.1 SDS-PAGE of phaseolin and lectin profiles for the parent lines
Morden-003 and SMARC1N-PN1 and the RILs grown in the greenhouse in
Morden. The gel percentage used was 4-12 acrylamide and stained with
Coomassie Brilliant Blue. The RILs’ were classified according to the phenotypic
expression for phaseolin and lectins when compared to the protein profiles of the
parental lines. M and S stand for the protein phenotypic expression of the parent
lines Morden-003 and SMARC1N-PN1, respectively. MM = Morden-003 protein
profile both for phaseolin and lectins, SS = SMARC1N-PN1 protein profile both
for phaseolin and lectins, SM = SMARC1N-PN1 protein profile for phaseolin
and Morden-003 protein profile for lectins, MS = Morden-003 protein profile for
phaseolin and SMARC1N-PN1 protein profile for lectins. mM = RILs with the
MM protein profile, but with abundant lectins.
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3.1.1 Phaseolin and lectin protein profiles of the 177 RILs
grown in the field in Morden
Seeds of the 185 RILs were planted in the field in Morden, Manitoba
(49.1023◦ N, 98.0977◦ W) in the cropping season of 2013 for field trials. Seeds of a
total of 177 RILs were harvested. The SDS-PAGE of soluble protein extracts from
mature seeds classified the RILs as: 94 with the parent line Morden-003 protein
profile both for phaseolin and lectins (MM), 7 with the parent line SMARC1N-PN1
both for phaseolin and lectins (SS), 24 with the parent line SMARC1N-PN1 protein
profile for phaseolin and with the parent line Morden-003 protein profile for lectins
(SM), and 52 with the parent line Morden-003 protein profile for phaseolin and with
the parent line SMARC1N-PN1 protein profile for lectins (MS) (Figure 3.1.2).
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Figure 3.1.1 SDS-PAGE of phaseolin and lectin profiles for the parent lines
Morden-003 and SMARC1N-PN1 and the RILs grown in the field in Morden in
2013 (*7r and *52r are repetitions of the neighbour profile). The gel percentage
used was 4-12 acrylamide and stained with Coomassie Brilliant Blue. The RILs’
were classified according to the phenotypic expression for phaseolin and lectins
when compared to the protein profiles of the parental lines. M and S stand for
the protein phenotypic expression of the parent lines Morden-003 and
SMARC1N-PN1, respectively. MM = Morden-003 protein profile both for
phaseolin and lectins, SS = SMARC1N-PN1 protein profile both for phaseolin
and lectins, SM = SMARC1N-PN1 protein profile for phaseolin and Morden-003
protein profile for lectins, MS = Morden-003 protein profile for phaseolin and
SMARC1N-PN1 protein profile for lectins.
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3.2 Quantification of methionine and cysteine and Smethylcysteine of the parent lines Morden-003 and
SMARC1N-PN1 and the RILs grown in the greenhouse at
the Morden Research and Development Centre
Methionine, cysteine and S-methylcysteine concentrations were quantified in
the mature seeds of a total of 185 RILs with different protein profiles, grown in the
greenhouse, at the Morden Research and Development Centre in Morden, MB. The
sulphur amino acid concentration of the two parental lines: Morden-003 and
SMARC1N-PN1 were used as controls for quantifying variations in the sulphur
amino acid concentration of the RILs. The previous results on the protein profiles by
SDS-PAGE revealed the presence of phaseolin and lectins in the cultivar Morden003. Hartweck and Osborn (1997) have previously established the absence of
phaseolin, phytohemagglutinin, and arcelin in SMARC1N-PN1. My study confirmed
the absence of the storage proteins in SMARC1N-PN1 (Figure 3.1). Taylor et al.
(2008) found that the deficiency in all three seed storage proteins in the germplasm
SMACR1N-PN1 was related to increased methionine and cysteine and a decrease in
S-methylcysteine. Increased methionine and cysteine occurs due to a redirection of
the sulphur from S-methylcysteine, mostly to the cysteine protein pool and to a lesser
extent to the methionine protein pool. The results on the sulphur amino acid
extractions and quantifications, performed by myself and the extractions performed at
the SPARC BioCentre in Toronto, are presented separately. The concentration of
methionine and cysteine is presented as a summation of both amino acids. The dietary
requirements consider both sulphur amino acids together (Young and Pellett, 1991;
Montoya et al., 2010).
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3.2.1 Quantification of total methionine and cysteine and,
total S-methylcysteine performed at the London Research
and Development Centre
Total methionine-cysteine, and total S-methylcysteine concentrations in
mature seeds of the parental lines Morden-003 and SMARC1N-PN1 and the RILs
with different protein profiles are shown in Figures 3.2.1-a, and 3.2.1-b, respectively.
They correspond to mean values of three biological repetitions as explained in the
Materials and Methods. The total methionine-cysteine concentration of the parent line
Morden-003 was 42.4 nmoles mg-1 (22.4 mg g-1 protein). The parental SMARC1NPN1 had a concentration of total methionine-cysteine of 51.6 nmoles mg-1 (27.3 mg g1

protein). SMARC1N-PN1 had a lower content of total S-methylcysteine, 9.6 nmoles

mg-1 (5.1 mg g-1 protein), in response to a redirection of the sulphur to the methionine
and cysteine protein pool. Morden-003 had a higher concentration of total Smethylcysteine, 16.8 nmoles mg-1 (9.1 mg g-1 protein). All sixteen RILs with the
SMARC1N-PN1 protein profile (SS) both for phaseolin and lectins showed increased
methionine-cysteine concentrations as compared to the parental Morden-003. The
RILs with the SS protein profile showed increased methionine-cysteine
concentrations between 48.8 and 64.9 nmoles mg-1 (25.8 to 34.4 mg g-1 protein) as
compared with Morden-003. Despite the increase in total methionine-cysteine in all
sixteen RILs with the SS protein profile, only ten showed decreased total Smethylcysteine, between 9.1 and 16.3 nmoles mg-1 (4.9 to 8.8 mg g-1 protein), as
compared with the parental Morden-003. Among the RILs with the SM protein
profile, seven out of thirty showed increased methionine-cysteine content, between
43.7 and 51.6 nmoles mg-1 (23.1 to 27.1 mg g-1 protein), as compared with the
parental Morden-003. Among the seven RILs with increased total methioninecysteine only two showed a decrease in total S-methylcysteine 11.1 and 13.3 nmoles
mg-1 (5.9 and 1.7 mg g-1 protein), respectively, as compared with Morden-003. As for
the RILs with the MS protein profile, one among fifty-two showed increased total
methionine-cysteine 45.7 nmoles mg-1 (24.1 mg g-1) with respect to Morden-003.
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Despite the increase in total methionine-cysteine in this RIL, there was no decrease in
total S-methylcysteine as compared with the parental Morden-003. The RILs with the
Morden-003 protein profile both for phaseolin and lectins (MM) showed no increased
total methionine-cysteine, as compared with the parental Morden-003. The mean
values quantified for methionine-cysteine in the RILs with the MM protein profile
ranged from 23.5 to 41.0 nmoles mg-1 (12 to 21.4 mg g-1 protein). The lower sulphur
amino acid content in the RILs with the MM protein profile was associated with the
presence of phaseolin and lectins in the seed. Some of the RILs with the MM protein
profile showed decreased total S-methylcysteine, between 6.8 and 16.7 nmoles mg-1
(3.6 to 9 mg g-1 protein) as compared with Morden-003.
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Figure 3.2.1-a Total methionine-cysteine concentration in mature seeds of the
parent lines Morden-003 and SMARC1N-PN1, and the RILs with different
protein profiles grown in the greenhouse in Morden. Values are expressed in
nmoles mg-1 of seed weight; n =3. MM = Morden-003 protein profile both for
phaseolin and lectins, SS = SMARC1N-PN1 protein profile both for phaseolin
and lectins, SM = SMARC1N-PN1 protein profile for phaseolin and Morden-003
protein profile for lectins, MS = Morden-003 protein profile for phaseolin and
SMARC1N-PN1 protein profile for lectins.
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Figure 3.2.1-b Total S-methylcysteine concentration in mature seeds of the
parent lines Morden-003 and SMARC1N-PN1, and the RILs with different
protein profiles grown in the greenhouse in Morden. Values are expressed in
nmoles mg-1 of seed weight; n=3. The circles for the RILs with SS and SM
protein profiles (red and green colour, respectively) represent the RILs that
have both increased methionine-cysteine and decreased S-methylcysteine. MM =
Morden-003 protein profile both for phaseolin and lectins, SS = SMARC1N-PN1
protein profile both for phaseolin and lectins, SM = SMARC1N-PN1 protein
profile for phaseolin and Morden-003 protein profile for lectins, MS = Morden003 protein profile for phaseolin and SMARC1N-PN1 protein profile for lectins.

3.2.2 Quantification of total methionine, cysteine, and total
S-methylcysteine performed at the SPARC Biocentre
Based on the SDS-PAGE results of the protein profiles of the 185 RILs, seeds
of twenty-seven RILs with different protein profiles together with seeds of the parent
lines Morden-003 and SMARC1N-PN1 were sent to the SPARC Biocentre in
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Toronto for quantification of methionine, cysteine and S-methylcysteine. Total
methionine-cysteine, and total S-methylcysteine concentrations in mature seeds of the
parent lines and the RILs are shown in Figure 3.2.2-a, and 3.2.2-b, respectively. Total
methionine-cysteine concentration of the parent line Morden-003 was 50.8 nmoles
mg-1 (27.5 mg g-1). The parental SMARC1N-PN1 had 45.26 nmoles mg -1 (13.7 mg g1

protein). SMARC1N-PN1 had a lower content of total S-methylcysteine, 19.8

nmoles mg-1 (10.6 mg g-1 protein), than Morden-003, 34.4 nmoles mg-1 (18.5 mg g-1
protein). Eight out of ten RILs with SS protein profile had increased total methioninecysteine concentration between 52 and 59.8 nmoles mg-1 (27.3 and 31.2 mg g-1
protein) as compared with Morden-003. Among the eight RILs with increased total
methionine-cysteine, seven out of eight RILs showed decreased total Smethylcysteine, in the range of 23.4 to 25.0 nmoles mg-1 (12.6 to 13.5 mg g-1 protein).
Among the five RILs with the SM profile, three had increased total methioninecysteine, between 52.6 and 54.5 nmoles mg-1 (27.7 and 28.7 mg g-1 protein) as
compared with Morden-003. Two of the three RILs had decreased total Smethylcysteine, 31.4 nmoles mg-1 and 33.48 nmoles mg-1 (16.5 and 18 mg g-1
protein), respectively. Three out of six RILs with the MS protein profile increased the
total methionine-cysteine content between 50.9 and 54.4 nmoles mg-1 (27.32 and
29.12 mg g-1 protein). Only one of the three RILs had decreased total Smethylcysteine, 30.5 nmoles mg-1 (16.4 mg g-1 protein), as compared with Morden003. Two of the six RILs with the MM protein profile showed increased total
methionine-cysteine concentration of 51.6 and 54.5 nmoles mg-1 (27.39 and 29.32 mg
g-1 protein), respectively. None of the two RILs decreased the total S-methylcysteine
concentration with respect to Morden-003.
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Figure 3.2.2-a Total methionine-cysteine concentration in mature seeds of the
parent lines Morden-003 and SMARC1N-PN1, and the twenty-seven RILs with
different protein profiles grown in the greenhouse in Morden. Values are
expressed in nmoles mg-1 of seed weight; n =3. MM = Morden-003 protein
profile both for phaseolin and lectins, SS = SMARC1N-PN1 protein profile both
for phaseolin and lectins, SM = SMARC1N-PN1 protein profile for phaseolin
and Morden-003 protein profile for lectins, MS = Morden-003 protein profile for
phaseolin and SMARC1N-PN1 protein profile for lectins.
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Figure 3.2.2-b Total S-methylcysteine concentration in mature seeds of the
parent lines Morden-003 and SMARC1N-PN1, and the twenty-seven RILs with
different protein profiles grown in the greenhouse in Morden. Values are
expressed in nmoles mg-1 of seed weight; n =3. MM = Morden-003 protein
profile both for phaseolin and lectins, SS = SMARC1N-PN1 protein profile both
for phaseolin and lectins, SM = SMARC1N-PN1 protein profile for phaseolin
and Morden-003 protein profile for lectins, MS = Morden-003 protein profile for
phaseolin and SMARC1N-PN1 protein profile for lectins.
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3.2.3 Quantification of total methionine, cysteine, and total
S-methylcysteine of the RILs with SS protein profile grown
in the field in London and Morden in the cropping season of
2014
Five out of the seven field RILs previously identified as having the SS protein
profile by SDS-PAGE were randomly chosen for sulphur amino acid quantification.
The seeds of the 2014 field trials conducted in London and Manitoba were used for
the amino acid analysis in Dr. Marsolais’ laboratory. The total methionine-cysteine,
and total S-methylcysteine concentration in mature seeds of the parent lines Morden003 and SMARC1N-PN1 and the field RILs with SS protein profile are shown in
Figures 3.2.3-a, and 3.2.3.-b, respectively. They correspond to mean values of three
technical replicates of seeds of the same experimental plot. The parent Morden-003
had 30.7 nmoles mg-1 (16 mg g-1 protein) of methionine-cysteine and 17.5 nmoles mg1

of S-methylcysteine (9.4 mg g-1 protein). As expected, SMARC1N-PN1 had a

higher content of total methionine-cysteine, 41.4 nmoles mg-1 (21.7 mg g-1 protein)
and decreased total S-methylcysteine, 11.1 nmoles mg-1 (5.9 mg g-1 protein). All five
RILs with SS profile had increased total methionine-cysteine, between 33.0 and 41.6
nmoles mg-1 (17.1 and 21.8 mg g-1 protein) as compared with the parent Morden-003.
All five RILs with SS protein profile showed decreased total S-methylcysteine
content in the range of 9.0 to 12.6 nmoles mg
compared with Morden-003.

-1

(4.8 to 6.8 mg g-1 protein); as
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Figure 3.2.3-a Total methionine-cysteine concentration in mature seeds of the parent
lines Morden-003 and SMARC1N-PN1, and the RILs with SS protein profile grown in
the cropping season of 2014 in Morden and London. The numbers 2 and 3 that appear
before the number of the RIL identify the population they correspond to. M = Morden,
L = London. Values are expressed in nmoles mg

-1

of seed weight; n =3. MM =

Morden-003 protein profile both for phaseolin and lectins, SS = SMARC1N-PN1
protein profile both for phaseolin and lectins, SM = SMARC1N-PN1 protein
profile for phaseolin and Morden-003 protein profile for lectins, MS = Morden003 protein profile for phaseolin and SMARC1N-PN1 protein profile for lectins.
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Figure 3.2.3-b Total S-methylcysteine concentration in mature seeds of the parent lines
Morden-003 and SMARC1N-PN1, and the RILs with SS protein profile grown in
cropping season of 2014 in Morden and London. The numbers 2 and 3 that appear
before the number of the RIL identify the population they correspond to. M=Morden, L
= London. Values are expressed in nmoles mg-1 of seed weight; n =3. MM = Morden-

003 protein profile both for phaseolin and lectins, SS = SMARC1N-PN1 protein
profile both for phaseolin and lectins, SM = SMARC1N-PN1 protein profile for
phaseolin and Morden-003 protein profile for lectins, MS = Morden-003 protein
profile for phaseolin and SMARC1N-PN1 protein profile for lectins.
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3.3 Assessment of the impact of major protein deficiency on
the agronomic trait performance of the RILs with SS
protein profile in two different locations
The SDS-PAGE for the field RILs showed that a total of seven RILs were
deficient in phaseolin and lectins (RILs with SS protein profile). The previous results
revealed that the RILs deficient in phaseolin and lectins have increased total
methionine-cysteine. The agronomic traits are affected by the growing environment
as well as by the genotype (Mohammadi et al., 2011). Therefore the objective of the
field trials was to assess the agronomic performance of the genotypes deficient in
phaseolin and lectins, in two different environments. Eight agronomic traits were
measured. The three-way ANOVA of differences in agricultural traits based on
genotype and environment and all possible interactions is presented in Tables 3.3.1-a,
and 3.3.1-b, for Population 2 and 3, respectively. A descriptive analysis was
performed for growth type and lodging for the genotypes in both populations. The
results are presented in Tables 3.3.1.8-a, 3.3.1.8-b, and 3.3.1.9-a, and 3.3.1.9-b,
respectively. As mentioned in the background section the RILs with increased
sulphur amino acid content have to meet the standards of desirable agronomic traits
for dry beans. That is to say, in the present study, the agronomic performance of the
RILs has to be similar to the parental Morden-003 which is a cultivar well-adapted to
Manitoba and with good agronomic performance. I conducted a Dunnett’s post-hoc
test to compare the mean agronomic trait values of the RILs and the parental
SMARC1N-PN1 that were lower than Morden-003 (control line) to see if these
differences might indicate a lower agronomic performance. Significant variations for
each agronomic trait were detected at the 0.05 level of probability. The mean values
for each agronomic trait of the genotypes of Population 2 and 3 are shown in the
Tables 3.3.1.1-a, and 3.3.1.1-b, respectively. The mean agronomic performance of the
parental Morden-003 tested in the present study is compared descriptively with the
previous study by Mündel et al. (2004) on the same genotype (Table 3.3.1.1-c).
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3.3.1 Genotype by environment interaction
For the analyses of genotype by environment interaction the results of the
agronomic traits of both years and both locations were analyzed together. An
interaction exists when the effect of one independent variable on a dependent variable
depends on another independent variable. In Population 2 and 3 there was no
significant interaction between genotype, year and location (P > 0.05) except for days
to flowering, for both populations (P < 0.05), and pod height for Population 3 (P <
0.05). In Population 2 and 3, the main effects of genotype, location, and trial year
were the most important source of the significant variation (P < 0.05) in the
agronomic traits.
Table 3.3.1-a. A three-way ANOVA of agronomic traits between genotypes,
location, year and their interactions for the RILs of Population 2 across the two
year trials (2014-2015) and the two different locations (London and Morden).
Effects
Genotype (G)
Year (Yr)
Location (Loc)
G ×Yr
G × Loc
Yr × Loc
G × Yr × Loc

DTF

DTM

Agronomic
traits
PHT

YLD

PDH

HSW

(days)
.001*
.002*
.001*
.001*
.001*
.001*

(days)
.001*
.001*
.001*
.001*
.334
.061

(cm)
.021*
.001*
.334
.920
.143
.023*

(tn ha-1)
.001*
.001*
.001*
.016*
.382
.618

%
.066
.207
.001*
.362
.279
.001*

(g 100 seeds-1)
.270
.688
.001*
.957
.421

.001*

.280

.342

.215

.526

*Effects are significant at 0.05 level of probability; DTF=days to flowering, DTM = days to
maturity, PHT = plant height, YLD = yield, PDH = pod height, HSW = hundred seed weight
(blank cells = data not recorded).

46

Table 3.3.1-b. A three-way ANOVA of agronomic traits between genotypes,
location, year and their interactions for the RILs of Population 3 across the two
year trials (2014-2015) and the two different locations (London and Morden).
Effects
Genotype (G)
Year (Yr)
Location (Loc)
G ×Yr
G × Loc
Yr × Loc
G × Yr × Loc

DTF

DTM

Agronomic
Traits
PHT

YLD

PDH

HSW

(days)
.001*
.001*
.001*
.001*
.001*
.001*

(days)
.001*
.001*
.061
.002*
.929
.349

(cm)
.001*
.001*
.594
.966
.013*
.001*

(tn ha-1)
.014*
.001*
.001*
.461
.635
.931

%
.001*
.115
.001*
.252
.009*
.001*

(g 100 seeds-1)
.001*
.002*
.001*
.015*
.060

.001*

.504

.288

.087

.008*

*Effects are significant at 0.05 level of probability; DTF = days to flowering, DTM = days to
maturity, PHT = plant height, YLD = yield, PDH = pod height, HSW = hundred seed weight
(blank cells = data not recorded).

3.3.1.2 Days to flowering
Days to flowering is considered an important trait of bean cultivars because it
is positively correlated to days to maturity (González et al., 2016). The seed of P.
vulgaris start to form between 10 to 31 days after flowering (Hall et al., 1980). This
means, the earlier a crop flowers, the earlier it is going to reach the maturity stage and
be ready for harvesting. Therefore, days to flowering can be used as an indirect
marker for maturity (González et al., 2016). A short-cycle bean genotype has the
advantage of reducing disease occurrence, lowering soil “use” time and thus
facilitating crop rotation (Zilio et al., 2013). In Population 2 and 3 of the present
research, Morden-003 had an average number of days to flowering of 46. This mean
value is close to the 48 days of flowering reported by Mündel et al. (2004) for
Morden-003. The RILs of both populations had a mean value of days to flowering in
the range of 44 to 47. Only the RIL 3-59 had significantly fewer days to flowering (P
< 0.05). The parental SMARC1N-PN1 also had a mean value similar to Morden-003.
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Table 3.3.1.1-a Two-year (2014-2015) average of days to flower, days to
maturity, plant height, yield, pod height, and hundred seed weight, for the
genotypes of Population 2 over two different trial sites: London, ON, and
Morden, MB.
Genotypes

Agronomic traits
DTM
PHT

DTF
(days)
46 ± 2.5
48 ± 2.2
46 ± 3.1
46 ± 2.5
45 ± 1.0

Morden-003 (control line)
SMARC1N-PN1
2-37
2-75
2-86

(days)
95 ± 5.5
109 ± 9.3
101 ± 7.3
98 ± 5.7
99 ± 6.1

(cm)
43 ± 5.2
50 ± 10.2
48 ± 7.5
45 ± 5.9
41 ± 11.1

YLD

PDH

HSW

(tn ha-1)
1.9 ± 0.6
1.9 ± 0.8
1.9 ± 0.6
1.5 ± 1
1.1* ± 0.2

(%)
73 ± 16.1
69 ± 14.7
70 ± 9.5
69 ± 18.8
62* ± 18.6

(g 100 seeds-1)
17.2 ± 1.5
17.2 ± 1.1
18.3 ± 1.0
18.1 ± 1.9
17.6 ± 1.5

t-Dunnett (< control); * Effects are significant at 0.05 level of probability; n = 3; DTF = days to flowering,
DTM = days to maturity, PHT = plant height, YLD = yield, PDH = pod height, (percentage of pods above 5
cm from the ground), HSW= hundred seed weight

Table 3.3.1.1-b Two-year (2014-2015) average of days to flower, days to
maturity, plant height, yield, pod height, hundred seed weight, for the genotypes
of Population 3 over two different trial sites: London, ON, and Morden, MB.
Genotypes

Agronomic traits
DTM
PHT

DTF
(days)
46 ± 3
47 ± 2
44* ± 0.7
46 ± 3.1
47 ± 2.3
46 ± 2.7

Morden-003 (control line)
SMARC1N-PN1
3-59
3-84
3-301
3-337

(days)
99 ± 5.9
109 ± 9
100 ± 3.3
97 ± 3.9
100 ± 4.5
101 ± 4.6

(cm)
41 ± 5.9
50 ± 8.6
44 ± 7.9
41 ± 6.0
47 ± 8.3
45 ± 8.5

YLD

PDH

HSW

(tn ha-1)
2.25 ± 0.9
2.15 ± 0.9
1.91 ± 0.9
1.63* ± 0.7
2.16 ± 0.8
1.93 ± 1.0

(%)
76 ± 13.0
70* ± 14.2
68* ± 13.5
67* ± 13.8
73 ± 8.3
70* ± 9.6

(g 100 seeds-1)
18.7 ± 1.2
17.9 ± 1.2
17* ± 0.9
15.5* ± 0.7
17.1* ± 0.7
18 ± 1.7

t-Dunnett (< control); * Effects are significant at 0.05 level of probability; n = 3; DTF = days to flowering,
DTM = days to maturity, PHT = plant height, YLD = yield, PDH = pod height (percentage of pods above 5
cm from the ground), HSW = hundred seed weight

Table 3.3.1.1-c Two-year (2001-2002) average of days to flower, days to
maturity, yield, hundred seed weight, growth type, and lodging for Morden-003
navy bean cultivar over seven trial sites in the Eastern Prairie.
Genotype

DTF

DTM

YLD

HSW

Growth type

Lodging

Morden-003

(days)
48

(days)
100

(tn ha-1)
2.95

(g 100 seeds-1)
18.2

(1-4)
1

(1-5)
1.3

Lodging was measured on a scale of 1 = upright to 5 = prostrate; Growth type was measured on a scale of 1
= determinate bush to 4 = indeterminate climbing habit with weak, long and twisted stem and branches.
DTF = days to flowering, DTM = days to maturity, YLD = yield, HSW = hundred seed weight.
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3.3.1.3 Days to maturity
Early maturity is related to yield. It has been reported that a reduction of one
day of the cycle caused a 33 kg ha-1 increase in yield (Zilio et al., 2013). Also, latematuring lines can be adversely affected by frost before harvest. Common bean is
susceptible to frost. The days to maturity for Morden-003 were 95 and 99 for
Population 2 and 3, respectively. Mündel et al. (2004) reported an average of 100
days to maturity for Morden-003. The days to maturity for the RILs ranged from 97
to 101. The RIL 3-84 had less number of days to maturity (97) than Morden-003 but
no significant differences were detected for this variation (P > 0.05). SMARC1NPN1 had a slightly higher number of days to maturity (109) than Morden-003.

3.3.1.4 Plant height
Plant height is a major agronomic characteristic because of its association
with lodging (Zilio et al., 2013). Taller plants are more susceptible to lodging. The
plant height for Morden-003 was 43 and 41 cm for Population 2 and 3, respectively.
The RILs plant height was between 41 and 48. The mean plant height of the RIL 2-86
in Population 2 was lower than Morden-003 but no significant differences (P > 0.05)
were detected. SMARC1N-PN1 plant height was 50 cm in both populations.

3.3.1.5 Yield
Crop yield is one of the most important agronomic traits since it is related to
cost effectiveness and food security (Gelin et al., 2004). Mündel et al. (2004) reported
a mean yield of 2.95 tn ha-1 for Morden-003. The Morden-003 genotype tested in the
present research had a lower performance, 1.92 and 2.25 tn ha-1 for Population 2 and
3, respectively. The RILs, in both populations, had a similar lower performance as the
parental Morden-003. The yield of the RILs ranged from 1.63 to 2.16 tn ha-1. The
RILs 2-86 and 3-84 had a significantly lower yield (P < 0.05) than the control line
Morden-003. SMARC1N-PN1 yields in both populations were similar to Morden003.

49

3.3.1.6 Pod height
Pod height is important as a means of avoiding soilborne diseases. Crops are
susceptible to losses due to soilborne pathogens because of the close association of
the pods with the soil (Botelho et al., 2013). For Morden-003, 73 and 76% of the pods
in Population 2 and 3, respectively, were above 5 cm from the ground. Sixty-two to
73% of the pods of the RILs in both populations were 5 cm above the ground.
Significant differences were found for the RILs 2-86, 3-59, 3-84, and 3-337 when
compared to the parent line Morden-003 (P < 0.05). Sixty-nine and 70% of the pods
of SMARC1N-PN1 in Population 2 and 3, respectively, were 5 cm above the ground.
Significant differences were detected (P < 0.05) for SMARC1N-PN1 when compared
to Morden-003 in Population 3.

3.3.1.7 Hundred seed weight
Seed weight is correlated to yield (Monpara and Gaikwad, 2014). Mündel et
al. (2004) reported 18.2 g for hundred seed weight for Morden-003. The mean weight
for one hundred seeds for Morden-003 was 17.2 and 18.7 g for Population 2 and 3,
respectively. All RILs of Population 2 performed similar to the parental Morden-003.
In Population 3, the RILs 3-59, 3-84, and 3-301 had a significantly lower seed
weight, when compared to the parental Morden-003 in the same population (P <
0.05). The hundred seed weight for SMARC1N-PN1 was similar to Morden-003 in
both populations.

3.3.1.8 Growth type
Erect plant types allow mechanized harvest and prevent pods from coming in
contact with the ground thus reducing the incidence of soilborne diseases (Silva et al.,
2013). The mean values for growth type for the genotypes of Population 2 and 3 are
presented in Tables 3.3.1.8-a, and 3.3.1.8-b, respectively, for each location and trial
year. The parental line Morden-003 in Population 2 and 3 had the expected growth
Type I for both trial years in both experimental sites as described by Mündel et al.
(2004). SMARC1N-PN1 had the growth Type II in Population 2 and 3 in the London
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site and was consistent for both trial years. In the Morden site SMARC1N-PN1 has
the growth Type II in both populations for the 2014 trial year, but was not consistent
in the 2015 trial year. In the 2015 trial year SMARC1N-PN1 showed the
indeterminate growth Type IV in both populations. The RILs of Population 2 and 3 in
the London site had the growth Type I or II and were consistent between the two trial
years. The RILs 2-75 and 3-84 had the growth Type I similar to Morden-003. The
RILs 2-37, 2-86, 3-301, and 3-337 had the growth Type II similar to SMARC1NPN1. The RILs of Population 2 and 3 in the Morden site had a growth type in the
range of I to III and were not consistent between both trial years.

Table 3.3.1.8-a Growth type for the parent lines and the field RILs with SS
protein profile of Population 2
London

Morden

Parent lines

Trial
year
2014
Trial
year
2015

RILs

Parent lines

RILs

Morden003

SMARC1NPN1

2-37

2-75

2-86

Morden003

SMARC1NPN1

2-37

2-75

2-86

1

2

2

1

2

1

2

2

1

1

1

2

2

1

2

1.6

4.6

2

2.6

2

Mean values; n = 3; Growth type was measured on a scale of 1 = determinate bush to 4 = indeterminate
climbing habit with weak, long and twisted stem and branches
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Table 3.3.1.8-b Growth type for the parent lines and the field RILs with SS
protein profile of Population 3
London

Morden

Parent lines

Trial
year
2014
Trial
year
2015

RILs

Parent lines

RILs

Morden
-003

SMARC1NPN1

3-59

3-84

3-301

3-337

Morden
-003

SMARC1NPN1

3-59

3-84

3-301

3-337

1

2

2

1

2

2

1

2

2

1

2

2

1

2

2

1

2

2

1

4

3

2.6

2.6

3

Mean values; n = 3; Growth type was measured on a scale of 1 = determinate bush to 4 = indeterminate
climbing habit with weak, long and twisted stem and branches

3.3.1.9 Lodging
As mentioned in the materials and methods, lodging is the tendency of a plant
to bend. Lodging is the most important trait to avoid the fungal disease white mold
(Sclerotinia sclerotiorum) which is a devastating disease of common bean (Miklas et
al., 2013). Genotypes with a low lodging can avoid white mold because the pods are
not in contact with the ground. The mean values for lodging for the genotypes of
Population 2 and 3 are presented in Tables 3.3.1.9-a, and 3.3.1.9-b, respectively for
each location and trial year. In the London site, in Population 2 and 3, the parental
Morden-003 had a mean value for lodging in the range of 1 to 1.5 for both trial years.
The mean values were similar to the mean value of 1.3 reported by Mündel et al.
(2004) for Morden-003. In the Morden site, in Population 2, Morden-003 showed a
slight tendency to bend with a mean value of 1.6 and 2.3, for 2014 and 2015,
respectively. In Population 3, Morden-003 had a mean value of 2 for both trial years.
In the London site, in both populations, SMARC1N-PN1 had a consistent mean value
of 2 for both trial years. In the Morden site SMARC1N-PN1 showed a strong
tendency to bend with mean values between 3 and 4 in both populations for both trial
years. The RILs in the London site in both populations were consistent in their
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performance between the two trial years The RILs 2-75 and 3-59 had a lodging of
about 1.5 similar to the parental Morden-003. The RILs 2-37, 2-86, 3-84, 3-301, and
3-337 had a performance similar to SMARC-1N-PN1. In the Morden site, the RILs of
the two populations had a similar performance as SMARC1N-PN1 with more
tendency to bend.
Table 3.3.1.9-a Lodging for the parent lines and the field RILs with SS protein
profile of Population 2
London

Morden

Parent lines

Trial
year
2014
Trial
year
2015

RILs

Morden003

SMARC1NPN1

2-37

1.5

2

2

1

1.5

2.3

2-75

1.5

1.7

Parent lines

RILs

2-86

Morden003

SMARC1NPN1

2-37

2-75

2-86

2

1.6

4

3

2

2.6

1.8

2.3

3

3

2.6

3

Mean values; n = 3; Lodging was measured on a scale of 1 = upright to 5 = prostrate.

Table 3.3.1.9-b Lodging for the parent lines and the field RILs with SS protein
profile of Population 3
London

Morden

Parent lines
Morden
-003

SMARC1NPN1

RILs
3-59

3-84

Parent lines
3-301

3-337

Morden
-003

SMARC1NPN1

RILs
3-59

Trial
year
1.5
2
1.5
2
2
2
2
3.7
2.3
2014
Trial
year
1.2
1.7
1.8
2
1.3
1
2
3.7
3.7
2015
Mean values; n = 3; Lodging was measured on a scale of 1 = upright to 5 = prostrate.

3-84

3-301

3-337

2

1.7

2.3

3.3

3.7

3.3
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Chapter 4: Discussion
4.1 Protein quality of common bean
Common bean (Phaseolus vulgaris L.) has high seed protein content (Kelly
and Bliss, 1975), but its nutritional quality is limited due its low content of the protein
sulphur amino acids methionine and cysteine (Montoya et al., 2010). The research
work of Taylor et al. (2008) revealed that a deficiency in phaseolin and
phytohemagglutinin is associated with a nearly two-fold increase in methionine and
cysteine seed content in genetically related lines of common bean (Phaseolus vulgaris
L.). A redirection of the sulphur of S-methylcysteine, a non-protein amino acid, to the
methionine and cysteine seed protein pool takes place leading to increased protein
sulphur amino acids (Taylor et al., 2008). In the present research, the Recombinant
Inbred Lines (RILs) deficient in phaseolin and lectins showed increased methioninecysteine up to 3.4% in the common bean seed which is consistent with the report of
Taylor et al. (2008). The agronomic performance of the RILs deficient in phaseolin
and lectins was similar to the parental Morden-003. This means that the deficiency in
major seed storage proteins in the RILs did not have a negative impact on the
agronomic performance. This study evaluated, for the first time, a different approach
to improve the protein quality in common bean. Previous efforts of common bean
breeding programs on improving the seed protein quality were through increasing the
content of phaseolin, the main seed storage protein in common bean. The RILs
deficient in seed storage proteins with increased protein sulphur amino acid content,
and with good agronomic performance will constitute Canadian unique elite
germplasm to develop common bean cultivars with increased protein quality.

4.2 Protein profiles of the common bean genotypes
SDS-PAGE is a useful proteomic tool to separate proteins based on their
molecular weight. In my study SDS-PAGE of soluble protein extract of mature seeds
permitted separation and identification of the proteins of the navy bean Morden-003
and the germplasm SMARC1N-PN1, and of the 185 RILs obtained from the cross
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between the two parental lines. As expected, the parental Morden-003 showed the
phaseolin and lectin bands whereas these two protein bands were absent in the
germplasm SMARC1N-PN1 (Figure 3.1 and 3.1.1). The later was consistent with the
previous report by Hartweck and Osborn (1997) that SMARC1N-PN1 is deficient in
both storage proteins. As a result of genetic recombination of the cross between the
two parental lines, the RILs showed the protein profile for phaseolin and lectins of
either parent (Figure 3.1). The decreased number of RILs with SS protein profile
(Figure 3.1.1) that were grown in the field as compared to the same RILs grown in
the greenhouse (Figure 3.1) may be attributed to cross-pollination in the field,
although common bean cultivars are predominantly self-pollinating (De Ron et al.,
2015). Cross-pollination is more common in wild types (Muñoz et al., 2017). The
decreased number of SS field RILs could also be due to mishandling of the individual
seed packages during planting or harvesting in the field. Another reason might be that
the odds of getting RILs with SS protein profile for the small sample size of the RILs
relative to all the recombination that can occur < 200 RILs, is a small number and 25
greenhouse RILs with SS protein profile compared to 7 field RILs with SS protein
profile might not be significant.

4.3 Phaseolin as a biochemical and genetic marker
Former studies using SDS-PAGE for different phaseolin types provided
evidence that the Mesomerican bean accessions have the “S”, “B” or “M” phaseolin
type (Beebe et al., 2001). I compared the phaseolin banding pattern of Morden-003
(Figures 3.1 and 3.1.2) with the protein bands of the Sanilac, Tendergreen and
Contender cultivars showed in Gepts et al. (1986) work. The protein banding
comparison, classified Morden-003 as “S” type. Morden-003 is derived from
Mesoamerican bean accessions. The result is supported by Beebe et al (2001) studies
that the “S” type phaseolin is found within Mesoamerican bean lines and in
accordance with about 90% of the common bean cultivars have the “S” type
phaseolin (Montoya et al., 2010). Phaseolin has also been used as a genetic marker in
the selection of bean germplasm to increase protein sulphur amino acids (Kelly and

55

Miklas, 1999). In former common bean breeding programs, crosses were made
between genotypes identified as having high phaseolin content, to increase the protein
sulphur amino acid in common bean seeds (Gepts and Bliss, 1984). By contrast, in
the work of Taylor et al. (2008) phaseolin deficiency in genetically related common
bean lines was associated with increased methionine and cysteine. In my research, I
identified by SDS-PAGE, common bean genotypes deficient in phaseolin and lectins.
As presented in the results section, the RILs identified as deficient in phaseolin and
lectins showed increased methionine-cysteine. This confirms the findings of Taylor et
al. (2008). Thus, any common bean line deficient in phaseolin and lectins might be
considered to have increased protein sulphur amino acids.

4.4 Sulphur amino acid content in the parent lines Morden003 and SMARC1N-PN1, and the RILs
Taylor et al. (2008) analyzed SARC1, SMARC1-PN1 and SMARC1N-PN1,
three genetically related lines, integrating a progressive deficiency in phaseolin,
phytohemagglutinin and arcelin. The study revealed that seed storage protein
deficiency is associated with increased methionine and cysteine content. The previous
SDS-PAGE results (Figure 3.1) on the genotypes grown in the greenhouse showed
that SMARC1N-PN1 and twenty-five RILs were deficient in phaseolin and lectins.
Based on the SDS-PAGE results and in agreement with Taylor et al. (2008) findings,
I would have expected SMARC1N-PN1 with higher content of total methioninecysteine than Morden-003. This was not the case in all seed samples analyzed of the
parental SMARC1N-PN1. The seeds of the parental SMARC1N-PN1 that were sent
to the SPARC BioCentre in Toronto had less total methionine-cysteine content than
the parental Morden-003. According to Taylor et al. (2008) increased methionine and
cysteine is due to a redirection of the sulphur from S-methylcysteine to the
methionine and cysteine protein pool. The lower content of total methionine-cysteine
in the seeds of the parental SMARC1N-PN1 sent to the SPARC BioCentre would
indicate that no redirection of the sulphur from S-methylcysteine had taken place.
Nevertheless, SMARC1N-PN1 showed decreased total S-methylcysteine as compared
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with Morden-003 (Figure 3.2.2-b). The quantification performed by myself on the
sulphur amino acid content in the seeds of the parental line SMARC1N-PN1 is
consistent with Taylor et al. (2008). The seeds of SMARC1N-PN1 had increased total
methionine-cysteine as compared with Morden-003 (Figure 3.2.1-a). As presented in
the results section SMARC1N-PN1 had similar sulphur amino acid content as
reported by Taylor et al. (2008) for the same genotype. My results showed that the
total methionine-cysteine content in SMARC1N-PN1 is slightly above the 25 to 26
mg g-1 protein suggested for human nutrition (Young and Pellett, 1991; Montoya et
al., 2010). The redirection of the sulphur from S-methylcysteine was evident in the
seeds of SMARC1N-PN1. The total S-methylcysteine content decreased in
SMARC1N-PN1 as compared with Morden-003 (Figure 3.2.1-b). The parental
SMARC1N-PN1 grown in the field also showed increased total methionine-cysteine
content as compared with Morden-003 (Figure 3.2.3-a). Total S-methylcysteine
decreased in SMARC1N-PN1 as a redirection of the sulphur to the methionine and
cysteine protein pool (Figure 3.2.3-b). The content of total methionine-cysteine in the
seeds of SMARC1N-PN1 grown in the field is lower than the content of the seeds
grown in the greenhouse, 41.4 and 51.6 nmoles mg-1 (27.3 and 21.7 mg g-1 protein),
respectively. This decrease might be because of suboptimal levels of sulphur in the
soil. Sulphate is absorbed from the soil by the root system of the plant and reduced to
sulphide to incorporate sulphur into organic metabolites (García et al., 2015).
Experiments of potato plants grown in soil pots differing in sulphate concentrations
showed that contents in all essential amino acids, were reduced in soil pots deficient
in sulphur (Eppendorfer and Eggum, 1994). Thus a soil sulphate deficiency might be
a possible reason for decreased total sulphur amino acid content in seeds of
SMARC1N-PN1 grown in the field as compared with the seeds grown in the
greenhouse. Pandurangan et al. (2015) evaluated the total sulphur amino acid contents
in the seeds of SMARC1N-PN1 plants grown in soil pots with low and high sulphate
content, respectively. The results showed that there was an increase by 13% of total
methionine-cysteine content in the seeds of plants grown in high sulphate soil as
compared with the seeds of plants grown in low sulphate soil pots.
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As for the SS RILs grown in the greenhouse that were deficient in phaseolin
and lectins, all genotypes were consistent with Taylor et al. (2008). The group of SS
genotypes quantified by myself showed increased methionine-cysteine as compared
with the parental Morden-003 (Figure 3.2.1-a). However, increased total methioninecysteine in this group of genotypes was not correlated with decreased total Smethylcysteine content in all the genotypes. The group of SS genotypes sent to the
SPARC Biocentre also showed increased total methionine-cysteine as compared with
the parental Morden-003 (Figure 3.2.2-a). Total S-methylcysteine decreased in these
RILs with the exception of one RIL (Figure 3.2.2-b). One RIL showed increased total
S-methylcysteine as compared with Morden-003. The RILs with SS protein profile
showed a total methionine-cysteine content above the requirements in the human diet.
Increased total methionine-cysteine was also evident in the SS RILs grown in
the field (Figure 3.2.3-a). As expected, all SS field RILs showed decreased total Smethylcysteine as compared with Morden-003 (Figure 3.2.3-b). The seeds of the
RILs with SS protein profile grown in the field had less total methionine-cysteine
content as compared with seeds of the same RILs grown in the greenhouse (Figures
3.2.1-a, 3.2.2-a, and 3.3.2-a). As discussed above a possible deficiency of sulphate in
the soil might be the reason for lower levels of sulphur amino acid content in the field
seeds as compared with the greenhouse seeds.
My results also confirmed that deficiency in either phaseolin or lectins led to
increased total methionine-cysteine. Seven RILs deficient in phaseolin (SM) showed
increased methionine-cysteine as compared to Morden-003 (Figure 3.2.1-a). One RIL
deficient in lectins (MS) increased the total methionine-cysteine content (Figure
3.2.1-a). However, increased total methionine-cysteine in the RILs with SM and MS
profile was lower as compared with the increase in the RILs with the SS protein
profile (deficient both for phaseolin and lectins).
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4.5 Agronomic trait performance of the RILs deficient in
phaseolin and lectins
The goal of the Canadian common bean breeding program is to improve the
protein quality of the navy bean cultivars. However, improving the protein quality
should be without compromising the desirable agronomic characteristics that the navy
bean cultivar Morden-003 possesses. The results on the eight agronomic traits
assessed are discussed regarding to their correlation to each other. The randomized
block design used in the present study assured to avoid bias in the assessment of the
agronomic traits.

4.5.1 Days to flowering
In Populations 2 and 3, the number of days to flowering for Morden-003 was
two days earlier (Table 3.3.1.1-a, and 3.3.1.1-b) as compared with the report of
Mündel et al. (2004) for the same genotype (Tables 3.3.1.1-c). This difference may
seem small. Nevertheless, a reduction of eight days in flowering corresponds to a
reduction of approximately 10% of the cycle (Mendes et al., 2008). The number of
days to flowering is positively correlated to days to maturity (González et al., 2016).
In my study, the positive correlation between days to flowering and days to maturity
was evident for Morden-003 tested in Population 2 (Table 3.3.1.1-a). Morden-003
reached the maturity stage five days earlier as compared with the report of Mündel et
al. (2004) (Table 3.3.1.1-c). In Population 3 the fewer number of days to flowering
for Morden-003 had less impact on the number of days to maturity as it reduced the
cycle by only one day (Table 3.3.1.1-a) as compared with the report of Mündel et al.
(2004) (Table 3.3.1.1-c). There is no evidence for a positive correlation between days
to flowering and days to maturity in SMARC1N-PN1. The numbers of days to
flowering in SMARC1N-PN1 was similar to Morden-003 but the number of days to
maturity was between 10 to 15 days later (Tables 3.3.1.1-a, and 3.3.1.1-b).
A high heritability has been reported for days to flowering in common bean
(Arriel et al., 1990; Scully et al., 1991; Mendes et al., 2008). This was evident in my
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study since the RILs had an average number of days to flowering similar to the
parental line Morden-003 tested in each population (Tables 3.3.1.1-a, and 3.3.1.1-b).
Also, the number of days to flowering of the RILs was below the 48 days to
flowering for Morden-003 reported by Mündel et al. (2004). Despite the fewer
number of days to flowering in all the RILs, only the RILs 2-75, 2-86, and 3-84,
reduced the number of days to maturity as compared with Morden-003 in the work of
Mündel et al. (2004) (Table 3.3.1.1-c). Notable is the RIL 3-59, which had the
shortest number of days to flowering (44) among the RILs, but no reduction in the
number of days to maturity (Table 3.3.1.1-b).
González et al. (2016) stated that the number of days to flowering can be used as an
indirect phenotypic marker for days to maturity. Vaid et al. (1985) reported a positive
coefficient of correlation of 0.83 between days to flowering and days to maturity in
common bean. The previous results are supported by the work of Tar'an et al. (2002)
who found a significant positive correlation between days to flowering and days to
maturity in a population of 142 common bean lines studied. In my research study the
RILs and the parental Morden-003 had an average number of days to flowering
between 44 and 47 and an average number of days to maturity in the range of 95 and
101. Based on the high coefficient of correlation between these two traits reported in
the previous studies mentioned above, I might expect that any common bean line that
has an average number of 45 ± 3 days to flowering might be a short-cycle line, with
between 85-100 days to maturity (Kelly and Cichy, 2012). However this positive
correlation is not evident for SMARC1N-PN1. Conversely a negative correlation
might be suggested for this genotype. SMARC1N-PN1 showed similar numbers of
days to flowering as Morden-003 and the RILs but reached the maturity stage
between 12 to 14 days later. The phenotypic expression of days to flowering varies
widely between locations and sowing dates (Mendes et al., 2008). This is highly
evident in the present research. There was a significant interaction (P < 0.05) between
genotype, year and location for this trait (Tables 3.3.1-a, and 3.3.1-b).
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4.5.2 Days to maturity
A common bean cultivar is considered an early maturity cultivar when the
number of days to maturity is between 85 to 100 (Kelly and Cichy, 2012). Morden003 is within this category of early cultivars with an average of 100 days to maturity
(Mündel et al., 2004). Morden-003 tested in my research (Tables 3.3.1.1-a, and
3.3.1.1-b) was consistent with Mündel et al. (2004) results. The number of days to
maturity of the RILs, in both populations, was similar to the parental line Morden003. The RILs’ number of days to maturity was also close to the report of Mündel et
al. (2004). Thus I might consider the RILs as early maturing lines. The heritability for
days to maturity is reported to be high (White and Singh, 1991). This might support
my results for the similar number of days to maturity of the RILs to the parental line
Morden-003. SMARC1N-PN1 is considered a late maturating cultivar (Osborn et al.,
2003) and this is evident in my results. SMARC1N-PN1 matured between 10 to 14
days later than Morden-003.
There is controversy whether a positive or negative correlation exist between
days to maturity and yield. Zilio et al. (2013) in the study on twenty-six common
bean lines found that short-cycle genotypes produced increased yields. By contrast,
Tar'an et al. (2002) found a significant positive correlation between days to maturity
and yield in the study on 142 common bean lines and the two parental lines. The
parental line with longer days to maturity showed higher yields. Scully and Wallace
(1990) evaluated eight agronomic traits on 112 common bean (Phaseolus vulgaris L.)
cultivars, and found that the lines with an average of 112 days to maturity showed the
highest yield. Nevertheless, some exceptions did exist in the study. Four lines with
shorter days to maturity, between 104 and 100, showed similar yields as the lines
with longer days to maturity (Scully and Wallace, 1990). In my study, Morden-003 in
both populations showed a lower yield than the expected yield of 2.9 tn ha-1 (Mündel
et al., 2004). Therefore, for my study I cannot discuss whether a positive or negative
correlation exists between days to maturity and yield. SMARC1N-PN1 is a late
maturating cultivar (Osborn et al., 2003). In the present work the parental

61

SMARC1N-PN1, in both populations, matured nine days later (Tables 3.3.1.1-a, and
3.3.1.1-b) than Morden-003 and the RILs. It needs to be considered that common
bean is regarded as susceptible to frost (Holubowicz and Dickson, 1989), thus a late
harvest needs to be avoided. Early maturating common bean cultivars also have an
economic value for farmers because of a rapid marketable product (White and Singh,
1991).

4.5.3 Plant height
Quantitative estimates for an optimum plant height in common bean are
lacking (White and Izquierdo, 1991). White and Izquierdo (1991) concluded that “for
a given set of growth conditions there is an optimal bean plant height”. Mündel et al.
(2004) in his work on characterizing the navy bean cultivar Morden-003 did not
present results on plant height. In my research, Morden-003 had an average height
around 40 cm in both populations. The mean plant height of the RILs was similar to
Morden-003. The average plant height of the parent line SMARC1N-PN1 was higher
than Morden-003 (Tables 3.3.1.1-a, and 3.3.1.1-b). This is in accordance with
indeterminate growth type cultivars being taller than determinate growth type
cultivars (Nleya et al., 1999). Zilio et al. (2013) found genotype by environment
interactions for plant height in twenty-six common bean lines assessed for this trait.
However, in my research the three-way ANOVA did not detect any genotype by
location by year interactions (P > 0.05) in any of the two populations, for this trait
(Tables 3.3.1-a, and 3.3.1-b).
Tar'an et al. (2002) found a significant positive correlation between lodging
and plant height in 142 common bean lines assessed. Zilio et al. (2013) state that
there is a greater tendency to bend in plants with higher plant height. Morden-003
showed a shorter height than the RILs in both populations (Tables 3.3.1.1-a, and
3.3.1.1-b). In the London site, Morden-003 showed a lodging of 1, that is to say no
tendency to bend. Nevertheless, this positive correlation between plant height and
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lodging was not evident in the Morden site. In the Morden site, Morden-003 showed
a slight tendency to bend in both populations and in both trial years.
A positive correlation between plant height and lodging was evident for the
RILs and the parental line SMARC1N-PN1. SMARC1N-PN1 was 5 cm higher than
the average height of Morden-003 and the RILs, in both populations. This might
explain the greater tendency to bend in both populations for both trial years (Tables
3.3.1.9-a, and Table 3.3.1.9-b). The RILs had a slight higher height than the parental
Morden-003 (Tables 3.3.1-a, and 3.3.1-b). This might explain the slight tendency to
bend in both populations and in both trial years for the London and Morden site
(Tables 3.3.1.9-a, and Table 3.3.1.9-b).
There is controversy in the findings for the association between plant height
and yield. Tar'an et al. (2002) and Zilio et al. (2013) found a positive correlation
between these two traits. Silva Cabral et al. (2011) found that the plant height did not
present a correlation with the yield. In my research it is difficult to say whether a
correlation exists between plant height and yield. Morden-003, a high yielding
cultivar (Mündel et al., 2004), had lower yields in both populations. The RILs in both
populations also had a similar lower yield than Morden-003. Since the yield
performance of Morden-003 was not consistent with the previous report, it is hard to
establish whether a correlation exists between the RILs’ height and their yield
performance.

4.5.4 Lodging
Lodging was lower for Morden-003 than for SMARC1N-PN1 and the RILs.
For the same reasons discussed in the previous subheading, it is difficult to establish a
correlation between lodging and yield for my results. White and Izquierdo (1991)
reported that a negative correlation exists between lodging and yield. They tested
eight common bean cultivars grown with and without trellises. The use of trellises
helped to increase the yield by 5 to 509 kg ha-1 in five out of the eight cultivars tested.
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Tar'an et al. (2002) found no correlation between lodging and yield in 142 common
bean lines evaluated for fourteen different agronomic traits.
A main concern of common lines with high lodging is that they are prone to
fungal diseases because of the proximity to the ground (Miklas et al., 2013). White
and Izquierdo (1991) also state mechanical damage due to high lodging and
subsequently disease infection. The lodging of the genotypes I tested showed a lower
lodging in both trial years and in both locations, except for SMARC1N-PN1 in the
Morden site. Low lodging in the parental lines and the RILs might have been one
factor contributing to no disease occurrence during my field trials.

4.5.5 Pod height
One main concern is the soilborne pathogens that can diminish the pod quality
and thus affect yield (Botelho et al., 2013). Therefore, pod height is a very important
agronomic trait. In the bean crop, good agronomic performance for pod height is
considered when the pods are 5 cm above the ground level. In my research, 60 to
73% of the pods for all the genotypes that I tested were above 5 cm from the ground
(Figure 3.3.1.1-a, and 3.3.1-b). These results mean that the genotypes had a good
agronomic performance for this trait. Therefore, the significant differences detected
in some of the RILs should not be considered as a lower performance. Zilio et al.
(2013) found a positive correlation between percentage of pods above the ground
level and yield, whereas Tar'an et al. (2002) did not find any correlation between
these two traits.

4.5.6 Growth type
Desirable growth types are I and II since they ease the mechanical harvest for
the farmers. The growth Type I that the plants of Morden-003 showed in both trial
years and sites (Tables 3.3.1.8-a, and 3.3.1.8-b) was consistent with the report of
Mündel et al. (2004) for the same genotype. The growth Types I and II that was
assessed among the RILs in both populations showed that the RILs had a good
agronomic performance for this trait and that they accomplished with the
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requirements of the farmers. The growth type of the RILs and parental lines was
consistent in both locations for the trial year of 2014 (Tables 3.3.1.8-a, and 3.3.1.8-b).
These consistent results, that I found, are supported by the work of Zilio et al. (2013).
Zilio et al. (2013) tested twenty-six common bean lines for growth type in two
different locations across two trial years. Twenty-three out of twenty-six genotypes
were consistent with their growth type between the two locations. In my research, the
growth type of the genotypes was also consistent between the two different trial years
in the London site. In the Morden site there was a variation in the growth type for the
same genotype between the two trial years (Table 3.3.1.8-a, and 3.3.1.8-b). Zilio et al.
(2013) stated that growth type is highly influenced by the environment. Although this
is not evident in the London site since the growth type of the lines was consistent
between the two trial years, there might have occurred a genotype by environment
interaction in the Morden site for the growth type variation between the two trial
years. In the Morden site, the parental SMARC1N-PN1 showed a growth Type IV in
both populations for the trial year 2014. It should be noted that the growth Type IV is
mostly found in the wild relatives of common beans (Checa et al., 2006).
There is a controversy whether erect stem cultivars (growth Type I and II) or
prostrate cultivars (growth Type III) have higher yields. Silva et al. (2010) evaluated
fifteen common bean lines and found that the lines with prostrate stem had higher
yields than the lines with erect stem. Zilio et al. (2013) found that among twenty-six
common bean lines, differing in growth Type I, II, III and IV, the lines with growth
Type II, that is to say with erect stems, had the highest yield. In my research, the
parental lines and the RILs that I tested, showed the growth Type I or II, that is to say
had erect stems, except for the RILs 3-59 and 3-337 in the Morden site for the trial
year of 2015. The RILs had a similar yield to the parental Morden-003 suggesting a
positive correlation between growth type and yield. More important than trying to
establish a correlation between growth type and yield, is to consider the growth type
that fulfills the farmer’s requirements. Farmers demand high yielding cultivars with
growth types that provide easy mechanical harvest, like Type I and II (Silva et al.,
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2010). Therefore, even that prostrate cultivars might have higher yields, they do not
accomplish the farmer’s needs.

4.5.7 Hundred seed weight
The average of 18 g 100 seeds-1 of the cultivar Morden-003 I tested in both
populations (Tables 3.3.1.1-a, and 3.3.1.1-b) was consistent with Mündel et al. (2004)
for the same genotype. The average of hundred seed weight for SMARC1N-PN1 is
similar to Morden-003 in both populations. The RILs that I tested had an average
hundred seed weight similar to Morden-003. The average hundred seed weight of the
RILs also fell within the range of 17 to 20.5 g 100 seeds-1 proposed by Adams et al.
(1986) and Uebersax and Siddiq (2012) for navy bean cultivars. The only exception
was the RIL 3-301 that showed a significant lower performance for this trait as
compared with the parental Morden-003. The data for hundred seed weight of the
Morden location for the 2015 trial year was not available. Therefore, it was not
possible to analyze the interaction for genotype by year by location, for the two
populations. The interaction of genotype by location was not significant in the two
populations (P > 0.05) (Tables 3.3.1-a, and 3.3.1-b) suggesting that the genotypes do
not perform differentially to location influences. There was no main effect of
genotype in Population 2 (P > 0.05) (Table 3.3.1-a); all five genotypes of Population
2 had a similar performance for hundred seed weight (Table 3.3.1.1-a). In contrast, in
Population 3 there was a main effect of genotype (P < 0.05) for hundred seed weight
(Table 3.3.1-b). As discussed above, the RIL 3-84 had a significantly lower
performance as compared to Morden-003 and also did not fall within the hundred
seed weight range established for navy bean cultivars. Regardless of the significant
difference found when comparing the RILs 3-59, and 3-301, (Table 3.3.1.1-a) with
the parent line Morden-003, those RILs still had the hundred seed weight of 17 g
which is within the range for the small seeded navy bean cultivars.
The trait hundred seed weight is reported to have high heritability (White et
al., 1994). This explains that all RILs, except 3-84 had a very similar performance
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compared to Morden-003. Hundred seed weight is one of the main components of
yield (White and Izquierdo, 1991). This means that a correlation between these two
traits exists (Nienhuis and Singh, 1988; White and Izquierdo, 1991). Nevertheless,
Tar'an et al. (2002) did not find a significant correlation between these two traits in
the study on 142 common bean lines. In my research work, the similar hundred seed
weight of the RILs as compared to the parent line Morden-003, might have
contributed to the RILs having achieved a similar yield as the parental Morden-003.
By contrast, the RIL 3-84 with a lower performance for hundred seed weight also had
the lowest yield performance among all the RILs. These results suggest a positive
correlation between these two traits.

4.5.8 Yield
Yield is the most important trait in common bean and in all crops because of
its relatedness with profits for the crop producers. High rendering cultivars are of
great economic value (Kelly and Cichy, 2012). Many efforts have been made in
common bean programs to increase yield in this crop (Kelly and Cichy, 2012). The
small seed dry beans have an expected potential yield of between 3 and 2.5 tn ha-1
(Nienhuis and Singh, 1988; White and Izquierdo, 1991). Mündel et al. (2004)
reported a yield of 2.9 tn ha-1 for Morden-003 which is in accordance with potential
yields for small seed dry beans. In my research, Morden-003 in both populations
produced between 1 and 0.65 tn ha-1 less (Tables 3.3.1.1-a, and 3.3.1.1-b). There is no
significant interaction between genotype by year by location in any of the two
populations that might explain this lower performance. Hundred seed weight, which
is one of the major components of yield that I assessed, was in accordance with the
report of Mündel et al. (2004). The probable reason for the lower yield is that no
testing was performed for adequate levels of nutrients in the soil of the planting plots.
Optimum field bean production requires high fertility soil with 30% of Nitrogen, 24%
phosphate, 17% potassium, 22% calcium, 6% magnesium (Fageria, 2002). Mündel et
al. (2004) do not give details about the fertilization practices performed before the
trials they conducted, but since Morden-003 produced the expected yields, it might be
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most likely that they used soil fertilizers before planting. The yield for SMARC1NPN1 in both populations was below the 2.9 tn ha-1. This is in accordance with
SMARC1N-PN1 as a low yielding bean line (Osborn et al., 2003).
The lower yield of the RILs might be because of suboptimal levels of nutrient
in the soil in the field plots as explained above. Lower yields of the RILs might be
also due high inbreeding in the RILs. It is well documented that inbreeding lowers the
yield potential (Souza Jr and Fernandes, 1997). The RILs underwent eight
generations of inbreeding. This means that the RILs are about 99% homozygous at
each locus. Since SMARC1N-PN1 is a low yielding bean line. The alleles of
SMARC1N-PN1 for low yield might have been fixed in these advanced inbreed lines.
Also the main effects of year and location on yield are significant (P < 0.05) in both
populations (Table 3.3.1-a, and 3.3.1-b). Thus, differences in yield among the RILs
might also be due to environmental factors. One of these environmental factors might
be suboptimal levels of nutrients in the field plots. Low yields in the RILs might be
also due a low general combining ability. Combining ability is the capacity of an
individual to transmit superior performance to its offsprings. Nienhuis and Singh
(1988) reported that small seed cultivars, like Morden-003, have a low general
combining ability. Generally in plant breeding programs the best performing lines for
a specific trait are used as parental lines (Fasahat et al., 2016). Normally, when the
breeding program aims to increase the yield, crosses between two high yielding
parents are made. In my study, Morden-003 is a high yielding cultivar whereas
SMARC1N-PN1 is a low yielding bean germplasm. In all the other agronomic traits,
the RILs in both populations showed a good agronomic performance. In breeding
programs any RIL with good agronomic performance is considered an elite
germplasm. This means that the elite germplasm is used to make crosses between
another commercial cultivar in order to improve a specific agronomic trait. In my
study, the RILs are going to be crossed with a high yielding commercial cultivar, for
example Morden-003, in order to improve the yield.
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Chapter 5 Conclusions
5.1 Concluding remarks
Common bean seed constitutes an important source of protein in the human
diet. However its quality is limited by the low content of the protein sulphur amino
acids methionine and cysteine in the bean seeds. All research studies showed that
phaseolin is the main seed storage protein in common bean, thus constituting the
main source of methionine in the seed. To date, none of the breeding efforts on
increasing the phaseolin content in the bean seed, led to improve the seed protein
quality in commercial bean cultivars, according to levels required in the human diet.
Previous reports on increased methionine-cysteine in the germplasm
SMARC1N-PN1 to slightly above the requirements in the human diet opened the
possibility to a new approach to improve the protein quality in common bean seeds of
commercial common bean cultivars. Increased methionine-cysteine was due to a
response to a deficiency in phaseolin, phytohemagglutinins, and arcelin and a
redirection of the sulphur from S-methylcysteine to the methionine and cysteine
protein pool (Taylor et al., 2008). Thus, the bean breeder in Manitoba, Dr. Anfu Hou,
made a cross between the germplasm line SMARC1N-PN1 and the parental line
Morden-003, a commercial cultivar well-adapted to Manitoba and with good
agronomic trait performance. A hundred and eighty five RILs with different protein
profiles were obtained from this cross through eight generations of inbreeding.
The research reported in this thesis has investigated the impact of seed protein
deficiency on sulphur amino acid composition and on agronomic traits of the RILs.
To my knowledge this is the first study to assess the possibility of using bean
germplasm deficient in phaseolin and lectins to release new commercial bean
cultivars with improved seed protein quality. The SDS-PAGE used in my thesis was a
useful proteomic tool to identify the RILs with different protein profiles. The
quantification of the sulphur amino acids in the seeds of the RILs showed that the
RILs deficient in phaseolin and lectins had increased the methionine-cysteine content
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in levels above the requirements for human nutrition. The difference in the content of
sulphur amino acids between the seeds grown in the greenhouse and in the field
might be due to a sulphate deficiency in the soil of the field plots.
One question mark in my research was what kind of impact the protein
deficiency would have on the agronomic trait performance of the RILs. As discussed
in the discussion chapter, the improvement of a specific characteristic should not alter
other desirable characteristics that a cultivar possesses. The results for the eight
agronomic traits assessed showed that the RILs deficient in phaseolin and lectins had
a good agronomic performance, similar to Morden-003. Suboptimal levels of
nutrients in the planting plots limited the expected yield for the parental Morden-003
and the RILs.

5.2 Future prospects
In my study, all the RILs deficient in phaseolin and lectins showed increased
methionine-cysteine and had a similar agronomic performance as the parent line
Morden-003. Thus, the RILs can be considered a Canadian elite germplasm to
develop commercial bean cultivars with improved protein quality. Assuming that the
required soil nutrient contents are accomplished in future field trials the challenging
part for the bean breeding program will be to obtain a high yielding commercial bean
cultivar with improved protein quality.

70

References
Acquaah G, Isleib TG, Ferguson AE (1994) Gene Pool Specificity, Paucity of Enzyme
Variation, and Phaseolin Polymorphism in the Common Bean. HortScience 29: 13371339
Adams MW, Saettler AW, Hosfield GL, Ghaderi A, Kelly JD, Uebersax MA (1986)
Registration of ‘Swan Valley’ and ‘Neptune’ Navy Beans. Crop Science 26: 1080
Anderson ME (1998) Glutathione: an overview of biosynthesis and modulation. ChemicoBiological Interactions 111–112: 1-14
Anthony JL, Vonder Haar RA, Hall TC (1990) Nucleotide sequence of an α-phaseolin gene
from Phaseolus vulgaris. Nucleic Acids Research 18: 3396
Arriel EF, Ramalho MAP, Dos Santos JB (1990) Análise dialélica do número de dias para o
florescimento do feijoeiro. Pesquisa Agropecuária Brasileira 25: 759-763
Barampama Z, Simard RE (1993) Nutrient composition, protein quality and antinutritional
factors of some varieties of dry beans (Phaseolus vulgaris) grown in Burundi. Food
Chemistry 47: 159-167
Beebe S, Gonzalez AV, Rengifo J (2000) Research on trace minerals in the common bean.
Food and Nutrition Bulletin 21: 387-391
Beebe S, Rengifo J, Gaitan E, Duque M, Tohme J (2001) Diversity and origin of Andean
Landraces of common bean. Crop Science 41: 854-862
Bellucci E, Bitocchi E, Rau D, Rodriguez M, Biagetti E, Giardini A, Attene G, Nanni L, Papa R
(2014) Genomics of Origin, Domestication and Evolution of Phaseolus vulgaris. In R
Tuberosa, A Graner, E Frison, eds, Genomics of Plant Genetic Resources: Volume 1.
Springer, Dordrecht, The Netherlands, pp 483-507
Bhatty RS (1982) Albumin Proteins of Eight Edible Grain Legume Species: Electrophoretic
Patterns and Amino Acid Composition. Journal of Agricultural and Food Chemistry
30: 620-622
Bick JA, Leustek T (1998) Plant sulfur metabolism-the reduction of sulfate to sulfite. Current
Opinion in Plant Biology 1: 240-244
Bliss FA (1980) Common Bean. In WR Fehr, HH Hadley, eds, Hybridization of Crop Plants.
American Society of Agronomy: Crop Science of America, Madison, Wis., pp 273-284
Bliss FA, Brown JWS (1983) Breeding Common Bean for Improved Quantity and Quality of
Seed Protein. In J Janick, ed, Plant Breeding Reviews: Volume 1. Springer, Boston,
MA, pp 59-102
Bollini R, Chrispeels MJ (1978) Characterization and subcellular localization of vicilin and
phytohemagglutinin, the two major reserve proteins of Phaseolus vulgaris L. Planta
142: 291-298
Bollini R, Chrispeels MJ (1979) The Rough Endoplasmic Reticulum is the Site of ReserveProtein Synthesis in Developing Phaseolus vulgaris Cotyledons. Planta 146: 487-501
Botelho LdS, Zancan WLA, Machado JdC, Barrocas EN (2013) Performance of common bean
seeds infected by the fungus Sclerotinia sclerotiorum. Journal of Seed Science 35:
153-160
Boye JI, Ma Z (2012) Finger on the pulse. Food Science and Technology 26: 20-24
Brosnan JT, Brosnan ME (2006) The sulfur-containing amino acids: An overview. Journal of
Nutrition 136: 1636S

71
Broughton W, Hernandez G, Blair M, Beebe S, Gepts P, Vanderleyden J (2003) Beans
(Phaseolus spp.)–model food legumes. Plant and Soil 252: 55-128
Brown JWS, Ma Y, Bliss FA, Hall TC (1981) Genetic Variation in the Subunits of Globulin-1
Storage Protein of French Bean. Theoretical and Applied Genetics 59: 83-88
CGIAR (2012) CGIAR Research Program on Grain Legumes: Common Bean (Phaseolus
vulgaris L.). CGIAR - http://www.cgiar.org/our-research/crop-factsheets/beans/
<accessed Jun 20 2014>
Chagas EP, Santoro LG (1997) Globulin and albumin proteins in dehulled seeds of three
Phaseolus vulgaris cultivars. Plant Foods for Human Nutrition 51: 17-26
Checa O, Ceballos H, Blair MW (2006) Generation means analysis of climbing ability in
common bean (Phaseolus vulgaris L.). Journal of Heredity 97: 456-465
Chiang PK, Gordon RK, Tal J, Zeng GC, Doctor BP, Pardhasaradhi K, McCann PP (1996) SAdenosylmethionine and methylation. FASEB Journal 10: 471-480
Cramer JH, Lea K, Schaber MD, Kramer RA (1987) Signal Peptide Specificity in
Posttranslational Processing of the Plant Protein Phaseolin in Saccharomyces
cerevisiae. Molecular and Cellular Biology 7: 121-128
Cramer JH, Lea K, Slightom JL (1985) Expression of phaseolin cDNA genes in yeast under
control of natural plant DNA sequences. Proceedings of the National Academy of
Sciences 82: 334-338
Danielsson CE (1949) Seed Globulins of the Gramineae and Leguminosae. Biochemical
Journal 44: 387-400
Davidian JC, Kopriva S (2010) Regulation of sulfate uptake and assimilation - The same or
not the same? Molecular Plant 3: 314-325
De La Fuente M, López-Pedrouso M, Alonso J, Santalla M, De Ron AM, Álvarez G, Zapata C
(2012) In-Depth Characterization of the Phaseolin Protein Diversity of Common
Bean (Phaseolus vulgaris L.) Based on Two-Dimensional Electrophoresis and Mass
Spectrometry. Food Technology and Biotechnology 50: 315-325
De Ron AM, Papa R, Bitocchi E, González AM, Debouck DG, Brick MA, Fourie D, Marsolais
F, Beaver J, Geffroy V (2015) Common bean. In Grain Legumes. De Ron, AM.,ed,
Springer, New York, NY, pp 1-36
Debouck DG, Toro O, Paredes OM, Johnson WC, Gepts P (1993) Genetic Diversity and
Ecological Distribution of Phaseolus vulgaris (Fabaceae) in northwestern South
America. Economic Botany 47: 408-423
Delaney DE, Bliss FA (1991) Selection for increased percentage phaseolin in common bean 1. Comparison of selection for seed protein alleles and S1 family recurrent selection.
Theoretical and Applied Genetics 81: 301-305
Derbyshire E, Wright DJ, Boulter D (1976) Legumin and Vicilin, Storage Proteins of Legume
Seeds. Phytochemistry 15: 3-24
Deshpande SS, Damodaran S (1990) Food legumes: chemistry and technology. Advances in
Cereal Science and Technology 10: 147-241
Diaz CL, Melchers LS, Hooykaas PJJ, Lugtenberg BJJ, Kijne JW (1989) Root lectin as a
determinant of host-plant specificity in the Rhizobium-legume symbiosis. Nature
338: 579-581
Eckert FR, Kandel HJ, Johnson BL, Rojas-Cifuentes GA, Deplazes C, Vander Wal AJ, Osorno
JM (2011) Seed Yield and Loss of Dry Bean Cultivars under Conventional and Direct
Harvest. Agronomy Journal 103: 129-136

72
Emani C, Hall TC (2008) Phaseolin: structure and evolution. The Open Evolution Journal 2:
66-74
Emsley J (2011) Nature's building blocks: an AZ guide to the elements. Oxford University
Press, 699 pp
Eppendorfer WH, Eggum BO (1994) Effects of sulphur, nitrogen, phosphorus, potassium,
and water stress on dietary fibre fractions, starch, amino acids and on the biological
value of potato protein. Plant Foods for Human Nutrition 45: 299-313
Ericson MC, Chrispeels MJ (1973) Isolation and Characterization of Glucosamine-containing
Storage Glycoproteins from the Cotyledons of Phaseolus aureus. Plant Physiology
52: 98-104
Evans RJ, Bandemer SL (1967) Nutritive value of legume seed proteins. Journal of
Agricultural and Food Chemistry 15: 439-443
Fageria NK (2002) Nutrient management for sustainable dry bean production in the tropics.
Communications in Soil Science and Plant Analysis 33: 1537-1575
FAOSTAT (2014) FAOSTAT - Food Supply - Crops Primary Equivalent. Food Supply Quantity
(kg/capital/year) for Beans for 2011. http://faostat3.fao.org/faostatgateway/go/to/download/FB/CC/E <accessed June 27 2014>.
Fasahat P, Abazar R, Rad J, Dedera J (2016) Principles and utilization of combining ability in
plant breeding. Biometrics and Biostatistics International Journal 4: 1-25
Fountoulakis M, Lahm HW (1998) Hydrolysis and amino acid composition analysis of
proteins. Journal of Chromatography 826: 109-134
Friedman M (1996) Nutritional Value of Proteins from Different Food Sources. A Review.
Journal of Agricultural and Food Chemistry 44: 6-29
García I, Romero LC, Gotor C (2015) Cysteine Homeostasis. In Amino Acids in Higher Plants.
D'Mello, JPF.,ed, CAB International, Wallingford, UK, pp 219-233
Gelin JR, Rojas-Cifuentes GA, Grafton KF (2004) Evaluation of selection traits and seed yield
in common bean. Annual Report 47.: 137-138
George AA, de Lumen BO, Whitaker JR, Sgarbieri VC (1993) Methionine-containing proteins
in two Phaseolus vulgaris cultivars with different methionine bioavailabilities. Plant
Foods for Human Nutrition 43: 225-232
Gepts P (1998) Origin and Evolution of Common Bean: Past Events and Recent Trends.
HortScience 33: 1124-1130
Gepts P, Aragao FJL, Barros Ed, Blair MW, Brondani R, Broughton W, Galasso I, Hernandez
G, Kami J, Lariguet P, McClean P, Melotto M, Miklas P, Pauls P, Pedrosa-Harand A,
Porch T, Sanchez F, Sparvoli F, Yu K (2008) Genomics of Phaseolus beans, a major
source of dietary protein and micronutrients in the tropics. In P Moore, R Ming, eds,
Genomics of Tropical Crop Plants. Spriger, New York, NY, pp 113-143
Gepts P, Bliss FA (1984) Enhanced available methionine concentration associated with
higher phaseolin levels in common bean seeds. Theoretical and Applied Genetics 69:
47-53
González AM, Yuste-Lisbona FJ, Saburido S, Bretones S, De Ron AM, Lozano R, Santalla M
(2016) Major contribution of flowering time and vegetative growth to plant
production in common bean as deduced from a comparative genetic mapping.
Frontiers in Plant Science 7: 1-18

73
Gouveia CS, Freitas G, de Brito JH, Slaski JJ, de Carvalho MÂP (2014) Nutritional and
Mineral Variability in 52 Accessions of Common Bean Varieties (Phaseolus vulgaris
L.) from Madeira Island. Agricultural Sciences 5: 317
Grant G, Greer F, McKenzie NH, Pusztai A (1985) Nutritional Response of Mature Rats to
Kidney Bean (Phaseolus vulgaris) Lectins. Journal of the Science of Food and
Agriculture 36: 409-414
Griffith OW (1987) Mammalian sulfur amino acid metabolism: An overview. Methods in
Enzymology 143: 366-376
Grimble RF (2006) The effects of sulfur amino acid intake on immune function in humans.
Journal of Nutrition 136: 1660-1665
Hall TC, Ma Y, Buchbinder BU, Pyne JW, Sun SM, Bliss FA (1978) Messenger RNA for G1
Protein of French Bean Seeds: Cell-Free Translation and Product Characterization.
Proceedings of the National Academy of Sciences of the United States of America
75: 3196-3200
Hall TC, Sun SM, Buchbinder BU, Pyne JW, Bliss FA, Kemp JD (1980) Bean Seed Globulin
mRNA: Translation, Characterization, and its use as a Probe Towards Genetic
Engineering of Crop Plants. In C Leaver, ed, Genome Organization and Expression in
Plants. Plenum Press, New York, NY, pp 259-272
Hartweck LM, Osborn TC (1997) Altering protein composition by genetically removing
phaseolin from common bean seeds containing arcelin or phytohemagglutinin.
Theoretical and Applied Genetics 95: 1012-1017
Hartweck LM, Vogelzang RD, Osborn TC (1991) Characterization and Comparison of Arcelin
Seed Protein Variants from Common Bean. Plant Physiology 97: 204-211
Hirs CHW (1967) Determination of cystine as cysteic acid. Methods in Enzymology 11: 59-62
Hirs CHW (1967) Performic acid oxidation. Methods in Enzymology 11: 197-199
Holubowicz R, Dickson M (1989) Cold tolerance in beans (Phaseolus spp.) as analyzed by
their exotherms. Euphytica 41: 31-37
Ingenbleek Y (2006) The Nutritional Relationship Linking Sulfur to Nitrogen in Living
Organisms. The Journal of Nutrition 136: 1641-1651
Itoh M, Kondo K, Komada H, Izutsu K, Shimabayashi Y, Takahashi T (1980) Purification and
Characterization of a Lectin from Phaseolus vulgaris Seed. Agricultural and Biological
Chemistry 44: 125-133
Jackson P, Boulter D, Thurman DA (1969) A Comparison of Some Properties of Vicilin and
Legumin Isolated from Seeds of Pisum sativum, Vicia faba and Cicer arietimun. New
Phytologist 68: 25-33
Jafari M, Rajabzadeh AR, Tabtabaei S, Marsolais F, Legge RL (2016) Physicochemical
characterization of a navy bean (Phaseolus vulgaris) protein fraction produced using
a solvent-free method. Food Chemistry 208: 35-41
Jayne-Williams DJ, Burgess CD (1974) Further Observations on the Toxicity of Navy Beans
(Phaseolus vulgaris) for Japanese Quail (Coturnix coturnix japonica). Journal of
Applied Bacteriology 37: 149-169
Johnson S, Grayson G, Robinson L, Chahade R, McPherson A (1982) Biochemical and
Crystallographic Data for Phaseolin the Storage Protein from Phaseolus vulgaris.
Biochemistry 21: 4839-4843

74
Kami J, Poncet V, Geffroy V, Gepts P (2006) Development of four phylogenetically-arrayed
BAC libraries and sequence of the APA locus in Phaseolus vulgaris. Theoretical and
Applied Genetics 112: 987-998
Kelly JD, Bliss FA (1975) Heritability estimates of percentage seed protein and available
methionine and correlations with yield in dry beans. Crop Science 15: 753-757
Kelly JD, Cichy KA (2012) Dry Bean Breeding and Production Technologies In MA Uebersax,
M Siddiq, eds, Dry Beans and Pulses Production, Processing and Nutrition. Blackwell
Publishing Ltd., Oxford, UK, pp 23-54
Kelly JD, Miklas PN (1999) Marker-assisted selection. In SP Singh, ed, Common bean
improvement in the twenty-first century. Kluwer Acad. Press, Dordrecht, The
Netherlands, pp 93-123
Kelly JF (1971) Genetic Variation in the Methionine Levels of Mature Seeds of Common
Bean (Phaseolus vulgaris L.). Journal of the American Society for Horticultural
Science 96: 561-563
Laxman S, Sutter B, Wu X, Kumar S, Guo X, Trudgian D, Mirzaei H, Tu B (2013) Sulfur Amino
Acids Regulate Translational Capacity and Metabolic Homeostasis through
Modulation of tRNA Thiolation. Cell 154: 416-429
Leterme P, Munoz LC (2002) Factors Influencing Pulse Consumption in Latin America. The
British Journal of Nutrition 88: S251
Ma Y, Bliss FA (1978) Seed proteins of common bean. Crop Science 18: 431-437
Manneberg M, Lahm HW, Fountoulakis M (1995) Quantification of Cysteine Residues
Following Oxidation to Cysteic Acid in the Presence of Sodium Azide. Analytical
Biochemistry 231: 349-353
Marsolais F, Pajak A, Yin F, Taylor M, Gabriel M, Merino DM, Ma V, Kameka A, Vijayan P,
Pham H, Huang S, Rivoal J, Bett K, Hernandez-Sebastia C, Liu Q, Bertrand A,
Chapman R (2010) Proteomic analysis of common bean seed with storage protein
deficiency reveals up-regulation of sulfur-rich proteins and starch and raffinose
metabolic enzymes, and down-regulation of the secretory pathway. Journal of
Proteomics 73: 1587-1600
Martínez-Aragón A, Cavallé C, Frühbeck G, Tosar A, Santidrián S, Stewart JC, Rubio L,
Pusztai A (1995) Identification and Biological Activity of Lectins of Different Subunit
Composition Isolated from Phaseolus vulgaris L. var athropurpurea. Journal of the
Science of Food and Agriculture 68: 375-381
McLeester RC, Hall TC, Sun SM, Bliss FA (1973) Comparison of Globulin Proteins from
Phaseolus vulgaris with those from Vicia faba. Phytochemistry 12: 85-93
Mendes MP, Botelho FBS, Ramalho MAP, Abreu ÂDFB, Furtini IV (2008) Genetic control of
the number of days to flowering in common bean. Crop Breeding and Applied
Biotechnology 8: 279-282
Messina MJ (1999) Legumes and soybeans: overview of their nutritional profiles and health
effects. American Journal of Clinical Nutrition 70: 439-450
Miklas PN, Porter LD, Kelly JD, Myers JR (2013) Characterization of white mold disease
avoidance in common bean. European Journal of Plant Pathology 135: 525-543
Mohammadi R, Armion M, Sadeghzadeh D, Amri A, Nachit M (2011) Analysis of genotypeby-environment interaction for agronomic traits of durum wheat in Iran. Plant
Production Science 14: 15-21

75
Monpara BA, Gaikwad SR (2014) Combining high seed number and weight to improve seed
yield potential of chickpea in India. African Crop Science Journal 22: 1-7
Montoya CA, Lallès JP, Beebe S, Leterme P (2010) Phaseolin diversity as a possible strategy
to improve the nutritional value of common beans (Phaseolus vulgaris). Food
Research International 43: 443-449
Moreno J, Chrispeels MJ (1989) A Lectin Gene Encodes the α -amylase Inhibitor of the
Common Bean. Proceedings of the National Academy of Sciences of the United
States of America 86: 7885-7889
Mühling M, Gilroy J, Croy RRD (1997) Legumin Proteins from Seeds of Phaseolus vulgaris L.
Journal of Plant Physiology 150: 489-492
Mündel HH, Kiehn FA, Huang HC, Conner RL, Saindon G, Kemp GA (2004) Morden003 navy
bean. Canadian Journal of Plant Science = Revue Canadienne de Phytotechnie 84:
231-233
Mündel HH, Kiehn FA, Huang HC, Conner RL, Saindon G, Kemp GA (2004) Registration of
‘Morden003’ Navy Common Bean. Crop Science 44: 1015
Muñoz N, Liu A, Kan L, Li MW, Lam HM (2017) Potential uses of wild germplasms of grain
legumes for crop improvement. International Journal of Molecular Sciences 18: 328
Murdock LL, Huesing JE, Nielsen SS, Pratt RC, Shade RE (1990) Biological Effects of Plant
Lectins on the Cowpea Weevil. Phytochemistry 29: 85-89
Mutschler MA, Bliss FA (1981) Inheritance of Bean Seed Globulin Content and its
Relationship to Protein Content and Quality. Crop Science 21: 289-294
Namugwanya M, Tenywa JS, Ottabong E, Mubiru DN, Twaha A (2014) Develpoment of
Common Bean (Phaseolus vulgaris L.) Production Under Low Soil Phosphorus and
Drought in Sub-Saharan Africa: A Review. Journal of Sustainable Development 7:
128-139
Nasi A, Picariello G, Ferranti P (2009) Proteomic approaches to study structure, functions
and toxicity of legume seeds lectins. Perspectives for the assessment of food quality
and safety. Journal of Proteomics 72: 527-538
Natarajan SS, Pastor-Corrales M, Khan FH, Garrett WM (2013) Proteomic Analysis of
Common Bean (Phaseolus vulgaris L.) by Two-Dimensional Gel Electrophoresis and
Mass Spectrometry. Journal of Basic and Applied Sciences 9: 424
Nedumaran S, Abinaya P, Jyosthnaa P, Shraavya B, Parthasarathy R, Bantilan C (2015)
Grain Legumes Production, Consumption and Trade Trends in Developing Countries.
Working Papers Series No 60. ICRISAT Research Program, Markets, Institutions and
Policies. Patancheru 502 324, Telengana, India: International Crops Research
Institute for the Semi-Arid Tropics. 64 pp.
Nienhuis J, Singh S (1988) Genetics of Seed Yield and its Components in Common Bean
(Phaseolus vulgaris L.) of Middle‐American Origin. I. General Combining Ability.
Plant Breeding 101: 143-154
Nienhuis J, Singh S (1988) Genetics of Seed Yield and its Components in Common Bean
(Phaseolus vulgaris L.) of Middle‐American Origin. II. Genetic Variance, Heritability
and Expected Response from Selection. Plant Breeding 101: 155-163
Nleya TM, Slinkard AE, Vandenberg A (1999) Evaluation of determinate and indeterminate
pinto bean cultivars under an available soil moisture gradient. Canadian Journal of
Plant Science 79: 27-34

76
Oliveira AP, Andrade GF, Mateo BSO, Naozuka J (2017) Protein and Metalloprotein
Distribution in Different Varieties of Beans (Phaseolus vulgaris L.): Effects of
Cooking. Iternational Journal of Food Science 2017: 1-8
Osborn TC, Ausloos KA, Brown JWS, Bliss FA (1983) Bean lectins. III. Evidence for greater
complexity in the structural model of Phaseolus vulgaris lectin. Plant Science Letters
31: 193-203
Osborn TC, Blake T, Gepts P, Bliss FA (1986) Bean arcelin 2: Genetic variation, inheritance
and linkage relationships of a novel seed protein of Phaseolus vulgaris L. Theoretical
and Applied Genetics 71: 847-855
Osborn TC, Brown JWS (1988) Genetic control of bean seed protein. Critical Reviews in
Plant Sciences 7: 93-116
Osborn TC, Hartweck LM, Harmsen RH, Vogelzang RD, Kmiecik KA, Bliss FA (2003)
Registration of Phaseolus vulgaris genetic stocks with altered seed protein
compositions. (Registrations of Genetic Stocks). Crop Science 43: 1570
Palego L, Benetti L, Giannaccini G (2015) Sulfur Metabolism and Sulfur-Containing Amino
Acids: I-Molecular Effectors. Biochemistry and Pharmacology 4: 3-8.
Pandurangan S, Sandercock M, Beyaert R, Conn KL, Hou A, Marsolais F (2015) Differential
response to sulfur nutrition of two common bean genotypes differing in storage
protein composition. Frontiers in Plant Science 6: 1-11
Parcell S (2002) Sulfur in Human Nutrition and Applications in Medicine. Alternative
Medicine Review 7: 22-44
Pereira T, Coelho CMM, Bogo A, Guidolin AF, Miquelluti DJ (2009) Diversity in common
bean landraces from south Brazil. Acta Botanica Croatica 68: 79-92
Pusztai A, Clarke EMW, King TP, Stewart JC (1979) Nutritional evaluation of kidney beans
(Phaseolus vulgaris): Chemical composition, lectin content and nutritional value of
selected cultivars. Journal of the Science of Food and Agriculture 30: 843-848
Pusztai A, Grant G, Palmer R (1975) Nutritional Evaluation of Kidney Beans (Phaseolus
vulgaris): The Isolation and Partial Characterisation of Toxic Constituents. Journal of
the Science of Food and Agriculture 26: 149-156
Pusztai A, Palmer R (1977) Nutritional Evaluation of Kidney Beans (Phaseolus vulgaris): The
Toxic Principle. Journal of the Science of Food and Agriculture 28: 620-623
Rogers MA, Winter H, Beckmann I, Schweizer J, Langbein L, Praetzel S (2004) Hair Keratin
Associated Proteins: Characterization of a Second High Sulfur KAP Gene Domain on
Human Chromosome 211. Journal of Investigative Dermatology 122: 147-158
Romero AJ, Yandell BS, Bliss FA (1986) Bean arcelin 1: inheritance of a novel seed protein of
Phaseolus vulgaris L. and its effect on seed composition. Theoretical and Applied
Genetics 72: 123-128
Romero J, Sun SM, McLeester RC, Bliss FA, Hall TC (1975) Heritable Variation in a
Polypeptide Subunit of the Major Storage Protein of the Bean, Phaseolus vulgaris L.
Plant Physiology 56: 776-779
Rutherfurd SM, Gilani GS (2009) Amino acid analysis. Current Protocols in Protein Science
58: 1-37
Salcedo JM (2008) Regeneration guidelines: common bean. In Crop Specific Regeneration
Guidelines. Dulloo ME., Thormann I., Jorge MA., and Hanson J., ed, CGIAR Systemwide Genetic Resource Programme, Rome, Italy, pp 1-9

77
Sathe SK (2002) Dry Bean Protein Functionality. Critical Reviews in Biotechnology 22: 175223
Scully BT, Wallace DH (1990) Variation in and Relationship of Biomass, Growth Rate,
Harvest Index, and Phenology to Yield of Common Bean. Journal of the American
Society for Horticultural Science 115: 218
Scully BT, Wallace DH, Viands DR (1991) Heritability and correlation of biomass, growth
rates, harvest index, and phenology to the yield of common beans. Journal of the
American Society for Horticultural Science 116: 127-130
Sgabrieri VC, Antunes PL, Almeida LD (1979) Nutritional Evaluation of Four Varieties of Dry
Beans (Phaseolus vulgaris, L.). Journal of Food Science 44: 1306-1308
Shah AN, Tanveer M, Rehman Au, Anjum SA, Iqbal J, Ahmad R (2016) Lodging stress in
cereal—effects and management: an overview. Environmental Science and Pollution
Research 24: 5222-5237
Silva CA, Abreu ADFB, Ramalho MAP (2010) Associação entre arquitetura de planta e
produtividade de grãos em progênies de feijoeiro de porte ereto e prostrado.
Pesquisa Agropecuária Brasileira 44: 1647-1652
Silva CA, Abreu ADFB, Ramalho MAP, Silva Maia LG (2012) Chemical composition as related
to seed color of common bean. Crop Breeding and Applied Biotechnology 12: 132137
Silva Cabral PD, Bastos Soares TC, Barcelos Passos Lima A, Bastos Soares YJ, Silva JAD
(2011) Análise de trilha do rendimento de grãos de feijoeiro (Phaseolus vulgaris L.) e
seus componentes. Revista Ciência Agronômica 42
Silva VMPE, Carneiro PCS, Menezes Júnior JÂND, Carneiro VQ, Carneiro JEDS, Cruz CD,
Borém A (2013) Genetic potential of common bean parents for plant architecture
improvement. Scientia Agricola 70: 167-175
Singh SP (1982) A key for the identification of different growth habits of Phaseolus vulgaris
L. Annual Reports of the Bean Improvement Cooperative 25: 92-94.
Slightom JL, Drong RF, Klassy RC, Hoffman LM (1985) Nucleotide sequences from phaseolin
cDNA clones: the major storage proteins from Phaseolus vulgaris are encoded by
two unique gene families. Nucleic Acids Research 13: 6483-6498
Slightom JL, Sun SM, Hall TC (1983) Complete nucleotide sequence of a French bean storage
protein gene: Phaseolin. Proceedings of the National Academy of Sciences of the
United States of America 80: 1897-1901
Soetan K, Olaiya C, Oyewole O (2010) The importance of mineral elements for humans,
domestic animals and plants: A review. African Journal of Food Science 4: 200-222
Souza Jr C, Fernandes J (1997) Predicting the range of inbreeding depression of inbred lines
in cross-pollinated populations. Brazilian Journal of Genetics 20
Stipanuk MH, John ED, Jr., Lee JI, Coloso RM (2006) Mammalian Cysteine Metabolism: New
Insights into Regulation of Cysteine Metabolism. The Journal of Nutrition 136: 16521659
Sturm A, Van Kuik J, Vliegenthart J, Chrispeels M (1987) Structure, position, and
biosynthesis of the high mannose and the complex oligosaccharide side chains of
the bean storage protein phaseolin. Journal of Biological Chemistry 262: 1339213403

78
Sun SM, Hall TC (1975) Solubility Characteristics of Globulins from Phaseolus Seeds in
Regard to Their Isolation and Characterization. Journal of Agricultural and Food
Chemistry 23: 184-189
Sun SM, Mutschler MA, Bliss FA, Hall TC (1978) Protein Synthesis and Accumulation in Bean
Cotyledons during Growth. Plant Physiology 61: 918-923
Takahashi H (2010) Regulation of Sulfate Transport and Assimilation in Plants. International
Review of Cell and Molecular Biology 281: 129-159
Talbot DR, Adang MJ, Slightom JL, Hall TC (1984) Size and organization of a multigene
family encoding phaseolin, the major seed storage protein of Phaseolus vulgaris L.
Molecular and General Genetics 198: 42-49
Tar'an B, Michaels TE, Pauls KP (2002) Genetic mapping of agronomic traits in common
bean. Crop Science 42: 544-556
Taylor M, Chapman R, Beyaert R, Hernández-Sebastià C, Marsolais F (2008) Seed storage
protein deficiency improves sulfur amino acid content in common bean (Phaseolus
vulgaris L.): Redirection of sulfur from γ-glutamyl-S-methyl-cysteine. Journal of
Agricultural and Food Chemistry 56: 5647-5654
Taylor M, Chapman R, Beyaert R, Hernández-Sebastià C, Marsolais Fdr (2008) Seed Storage
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